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M A A P F RQ P EZE A VD DTTETF I DD
i ATGGCGGCTC CGTTTCGTCA GCCTGAGGAG GCGGTCGATG ACACCGAGTT CATCGATGAC
H HE HLRD TVUH HRIL RANSZS S8 I M

6% CACCATGAAC ACCTCCGTGA TACCGTGCAC CATCGGTTGC GCGCCAATTC CTCCATTATG
H P Q K I LV A NUR 6 E I P I RTI F R T

121 CACTTCCAGA AGATCCTCGT CGCCAACCGT GGTGAGATCC CCATTCGTAT CTTCAGAACG
A HE L S L Q TV A I Y S HEUDZ R L S M

i%1 GCCCACGAGC TGTCCTTGCA GACGGTTGCT ATCTACTCTC ATGAGGATCG ACTGTCAATG
H R Q K aADTE A Y M I G H RGQY T PV

411 CACCGTCAAA AGGCCGATGA GGCCTACATG ATTGGCCACC GCGGTCAGTA CACCCCTGTC
G A Y L AGD E I I XK I A L EHG V Q L

30 GGTGCGTACC TGGCGGGCGA TGAGATCATC AAGATCGCCC TGGAGCACGE TGTCCAGCTG
I # P 6 Y GF L S E NAD F ARZEXK V E N

361  ATCCACCCGG GCTACGGTTT CTTGTCCGAG AACGCCGACT TCGCCCGCAA GGTTGAGAAC
A G I VvV FVE P TP DTTI DSUILG DX V

GCCGGCATTG TCTTTGTGGG ACCCACTCCC GATACCATTG ACAGCTTGGG TGACAAGGTG
S AR RLAZI KCE VPV VP GT E G P
481 TCGGCCCGTC GGCTGGCCAT TAAGTGCGAG GTCCCTGTCG TTCCGGGTAC GGAGGGCCCC
VvV ER Y EEV KAV¥ ©DT Y G F P I I I

547 GTCGAGCGCT ATGAGGAGGT CAAGGCGTTC ACAGACACCT ATGGCTTCCC CATCATCATC
K A A ¥ G G G 6 R G MRV VvV R DO A E L

501 ARGGCTGCCT TTGGCGGTGE TGGCCGTGET ATGCGTGTGGE TCCGTGACCA GGCCGAGCTG
R DS F ERA T SE A RS AFGN G TV

£6i CGTGACTCGT TCGAGCGAGC CACCTCTGAG GCCCGCTCCG CCTTCGGCAA TGGTACCGTC
F VE R F L D K P K H I E VvV QL L G D S

121  TPTTCGTCGAGC GCTTCCTCGA CAAACCCAAG CACATTGAAG TCCAGCTTCT GGGTGACAGC
8 6 N VV HL ¥ ER DCS VvV Q RR H Q K

781 CACGGCAACG TTGTCCATCT GTTTGAGCGT GACTGCTCCG TGCAGCGTCG TCACCAGAAG
V VE VAPA KDUIL PAD VRDZ R I L A

$41 GTCGTTGAGG TTGCTCCGGC TAAGGACCTG CCAGCCGATG TCCGGGACCG CATCCTGGCC
D AV KL AZX S VX YRN AGTA A ETF L

201 GATGCTGTGA AGCTGGCCAA GTCCGTCAAC TACCGTAACG CCGGTACAGC TGAGTTCCTE
v D Q Q ¥ R H ¥ ¥ I E I N PRI Q V E H

961 GTGGACCAGC AGAACCGCCA CTACTTCATT GARATCAATC CTCGTATCCA AGTCGAGCAC
T I P E E I T 66 I D I VA A QI Q I A A

1071  ACCATCACCG AAGAGATTAC TGGTATCGAT ATCGTGGCTG CACAGATCCA GATTGCTGCT
6 2 S L EQ@QZL 66 LT QDR I S8 AU R G TF 3

1481 GETGCAAGCC TCGAGCAACT GGGCCTGACT CAGGACCGCA TCTCCGCCCG CGGATTTGCC
I g ¢ R I TT EDZP AKG F S PD T G K

1143  ATTCAATGTC GTATCACCAC GGAAGATCCC GCCAAGGGGT TCTCTCCGGA TACTGGTAAG
I EV YR SA 6GN G VR LD GG NGTF

1201 ATPGAGGTTT ATCGTTCCGC TGGTGGTAAC GGTGTCCGTC TGGATGGTGG TAACGGTITC
A G A I I T P HYD S ML VXKCT € R G
GCTGGTGCTA TCATCACCCC TCACTACGAC TCCATGCTGG TCAAGTGCAC CTGCCGTGGT
S T Y E I AR R KV V RA L V ETF R I R
TCGACCTATG AAATCGCTCG TCGCAAGGTIT GTGCGTGCCT TGGTCGAGTT CCGTATTCGT
6 V X TN I P F LT S L L S HPT F VD
1387 GETGTGAAGA CCAACATTCC CTTCCTGACT TCGOTTCTGA GCCACCCGAC CTTCGTCGAT
6 N C WTTOTP¥ I DD TPE L F S L V G S

1441 GGAAACTGCT GGACCACTTT CATCGACGAC ACCCCTGAAT TGTTCTCTCT TGTCGGCAGT
Q N R A Q KL L A Y L 6D V a&A VN G 8 8

1501 CAGAACCGTG CCCAGAAGCT GCTCGCATAC CTCGGCGATG TAGCTGTCAA CGGTAGTAGC
I K 6 ¢ I G E P X L X 6D V I KP KL F

1547 ATCAAGGGCC AAATTGGCGA GCCCAAGCTC AAGGGTGATG TCATCAAGCC GAAGCTTTTC
D AE G XK PL DV S A PC T RKGW XK Q I

1621 GATGCCGAGG GCAAGCCGCT TGACGTTTCC GCCCCCTGCA CCAAGGGTTG GAAGCAGATT
L DR EGPA A F A KAV RANIZK 6 C L

CTGGACCGGG AGGGTCCGGC TGCCTTTGCG AARGGCCGTGC GTGCCAACAA GGGTTGCITG
I MD TTWMZR DAH Q S$SL L ATU R V R T
17431 ATCATGGATA CTACCTGGCG TGACGCCCAC CAGTCTTTGC TGGCCACCCG TGTGCGTACC
I DL L X I A HET S8 YA Y S NA Y 8§ L

1801 ATCGACTTGT TGAACATCGC CCATGAGACC AGCTACGCCT ACTCCAATGC GTACAGTTTG

Fig. 9A
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MICROORGANISMS FOR
C4-DICARBOXYLIC ACID PRODUCTION

CROSS REFERENCE TO RELATED
APPLICATIONS

This application is a divisional of U.S. patent application
Ser. No. 13/407,584, filed Feb. 28, 2012, now U.S. Pat. No.
8,722,387, which claims priority benefit of U.S. Provisional
Application No. 61/447,286, filed Feb. 28, 2011. The con-
tent of these applications are fully incorporated herein by
reference.

REFERENCE TO A SEQUENCE LISTING

This application contains a Sequence Listing in computer
readable form, which is incorporated herein by reference.

BACKGROUND OF THE INVENTION

1. Field of the Invention

The present invention relates to methods for the recom-
binant production of C4-dicarboxylic acids (e.g., malic
acid).

2. Description of the Related Art

Organic acids have a long history of commercial use in a
variety of industries. For example, organic acids are used in
the food and feed industries (citric acid, ascorbic acid, lactic
acid, acetic acid, and gluconic acid) as monomers for the
production of various polymers (adipic acid, lactic acid,
acrylic acid, and itaconic acid), as metal chelators (gluconic
acid), and as “green” solvents (acetic acid) (Sauer et al.,
2008, Trends in Biotechnology 26: 100-108). Organic acids
may themselves be commercial products or they may be
chemical building blocks used in the manufacture of other
chemicals. In addition to specialty applications, it has long
been recognized that C4-dicarboxylic acids can also serve as
building block compounds for the production of large vol-
ume industrial chemicals, such as 1,4-butanediol, tetrahy-
drofuran, and gamma-butyrolactone. The cost of producing
these large volume industrial chemicals by traditional pet-
rochemical routes has increased significantly due to the high
cost of petroleum derived building blocks.

Organic acids may be produced commercially either by
chemical synthesis from petroleum derived feedstocks (e.g.,
fumaric acid, malic acid, acrylic acid, and adipic acid) or by
microbial fermentation (e.g., citric acid, lactic acid, gluconic
acid, and itaconic acid). Some organic acids—such as
fumaric acid and malic acid—can also be produced by
microbial fermentation, but are currently produced commer-
cially by chemical synthesis from petrochemical feedstocks
due to lower production costs. However, the rising cost of
petroleum derived building block chemicals, the geopolitical
instability affecting crude oil prices, and the desire to
implement manufacturing processes that utilize feedstocks
derived from renewable resources have stimulated a
renewed interest in producing organic acids and other
chemicals by microbial fermentation.

While C4-dicarboxylic acids such as malic acid are pro-
duced commercially today by chemical synthesis from pet-
rochemical sources, it can also be produced by microbial
fermentation. Malic acid has been produced at high levels in
genetically engineered yeast (Saccharomyces cerevisiae)
(Zelle et al., 2008, Appl. Environ. Microbiol. 74: 2766-2777)
and naturally occurring filamentous fungi such as Aspergil-
lus spp. (U.S. Pat. No. 3,063,910; Bercovitz et al., 1990,
Appl. Environ. Microbiol. 56: 1594-1597). Abe et al. (U.S.
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Pat. No. 3,063,910) and Bercovitz et al. (1990, Appl. Envi-
ron. Microbiol. 56: 1594-1597) reported high levels of malic
acid production in several species of Aspergillus. Moreover,
Battat et al. (1991, Biotechnol. Bioengineering, 37: 1108-
1116) reported malic acid production as high as 113 g/L. by
Aspergillus flavus in a stirred fermentor under optimized
conditions. Dicarboxylic acid production by microbial fer-
mentation in yeast is described in WO 2010/003728. Malic
acid production by microbial fermentation is also described
in WO 2009/011974, WO 2009/155382 and WO02010/
111344. Improvement of the production of C4-dicarboxylic
acids such as malic acid by genetic engineering may enable
economical commercial malic acid production by fermen-
tation.

Malic acid overproduction in a host such as Aspergillus
spp. occurs under specific culture conditions (aerobic con-
ditions and high C:N ratio; calcium carbonate may also
added as a neutralizing agent and as source of CO, for malic
acid biosynthesis). Under these conditions, overflow
metabolism via the cytosolic, reductive tricarboxylic acid
(TCA) cycle results in increased malic acid biosynthesis and
secretion into the culture medium. Increased malic acid
production has been reported in Saccharomyces cerevisiae
by increasing the level of pyruvate carboxylase (Bauer et al.,
1999, FEMS Microbiol Lett. 179: 107-113) or malate dehy-
drogenase (Pines et al., 1997, Appl. Microbiol. Biotechnol.
48: 248-255) using genetic engineering and increasing
expression of a malic acid transporter (Zelle et al., 2008,
supra). It has been suggested, based on biochemical evi-
dence, that malate dehydrogenase activity is limiting malic
acid production in Aspergillus flavus strain ATCC 13697
(Peleg et al., 1988, Appl. Microbiol. Biotechnol. 28: 69-75).
U.S. application Ser. No. 12/870,523, entitled “Methods for
Improving Malic Acid Production in Filamentous Fungi”
filed Aug. 27, 2010, and U.S. Provisional application No.
61/356,868, entitled “Polypeptides Having C4-dicarboxylic
acid Transporter Activity and Polynucleotides Encoding
Same” filed Jun. 21, 2010—the contents of which are hereby
incorporated by reference in their entireties—describe
C4-dicarboxylic acid production.

It would be advantageous in the art to improve C4-dicar-
boxylic acid production, such as malic acid production, as a
result of genetic engineering using recombinant DNA tech-
niques. The present invention provides, inter alia, methods
for improving C4-dicarboxylic acid production (e.g., malic
acid production).

SUMMARY OF THE INVENTION

The present invention relates to recombinant host cells
comprising bicarbonate transporter activity, wherein the host
cell produces (or is capable of producing) an increased
amount of a C4-dicarboxylic acid (e.g., malic acid). In one
aspect, the recombinant host cells comprise a heterologous
polynucleotide encoding a bicarbonate transporter (e.g., a
sulfate-bicarbonate transporter), wherein the host cell pro-
duces (or is capable of producing) and/or secretes (or is
capable of secreting) a greater amount of a C4-dicarboxylic
acid (e.g., malic acid) compared to the host cell without the
heterologous polynucleotide when cultivated under the same
conditions. In some aspects, the host cell further comprises
a heterologous polynucleotide encoding a C4-dicarboxylic
acid transporter, a heterologous polynucleotide encoding a
malate dehydrogenase, and/or a heterologous polynucle-
otide encoding a pyruvate carboxylase. In some aspects, the
host cell is a filamentous fungal host cell, such as an
Aspergillus oryzae host cell.
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The present invention also relates to methods of using
recombinant host cells for the production of a C4-dicarbox-
ylic acid. In one aspect, the invention related to methods of
producing a C4-dicarboxylic acid (e.g., malic acid), com-
prising: (a) cultivating a recombinant host cell (e.g., a
filamentous fungal host cell) having bicarbonate transporter
activity in a medium under suitable conditions to produce
the C4-dicarboxylic acid; and (b) recovering the C4-dicar-
boxylic acid. In some aspects, the recombinant host cell
comprises a heterologous polynucleotide encoding a bicar-
bonate transporter (e.g., a sulfate-bicarbonate transporter).
In another aspect, the invention related to methods of
producing a C4-dicarboxylic acid (e.g., malic acid) com-
prising (a) transforming into a host cell (e.g., a filamentous
fungal host cell) a heterologous polynucleotide encoding a
bicarbonate transporter described herein; (b) cultivating the
transformed organism in a medium under suitable conditions
to produce the C4-dicarboxylic acid; and (c¢) recovering the
C4-dicarboxylic acid. In some aspects of the methods, the
recombinant host cell further comprises a heterologous
polynucleotide encoding a C4-dicarboxylic acid transporter,
a heterologous polynucleotide encoding a malate dehydro-
genase, and/or a heterologous polynucleotide encoding a
pyruvate carboxylase.

BRIEF DESCRIPTION OF THE FIGURES

FIG. 1 shows a restriction map of pShTh60.

FIG. 2 shows a restriction map of pAmFs69.

FIGS. 3A and 3B show the genomic nucleotide construct
sequence and the deduced amino acid sequence of an
Aspergillus oryzae NRRL 3488 bicarbonate transporter gene
(bt1) (SEQ ID NOs: 1 and 2, respectively).

FIGS. 4A and 4B show the genomic nucleotide construct
sequence and the deduced amino acid sequence of an
Aspergillus oryzae NRRL 3488 bicarbonate transporter gene
(bt2) (SEQ ID NOs: 3 and 4, respectively).

FIG. 5 shows a restriction map of pSaMF36.

FIG. 6 shows the genomic DNA sequence and the
deduced amino acid sequence of an Aspergillus aculeatus
C4-dicarboxylic acid transporter gene (c4t521) (SEQ ID
NOs: 5 and 6, respectively).

FIG. 7 shows the genomic DNA sequence and the
deduced amino acid sequence of an Aspergillus oryzae
NRRL 3488 malate dehydrogenase gene (mdh3) (SEQ ID
NOs: 7 and 8, respectively).

FIG. 8 shows a restriction map of pSaMF21.

FIGS. 9A and 9B together show the genomic DNA
sequence and the deduced amino acid sequence of an
Aspergillus oryzae NRRL 3488 pyruvate carboxylase gene
(pyc) (SEQ ID NOs: 9 and 10, respectively).

FIG. 10 shows a restriction map of pRYANTI.

FIG. 11 shows a restriction map of pShTh77.

FIG. 12 shows a restriction map of pShTh147.

DEFINITIONS

Bicarbonate transporter: The term “bicarbonate trans-
porter” is defined herein as a protein—such as a membrane
integrated protein—capable of facilitating the transfer of
HCO,™ across a biological membrane, such as a cell mem-
brane and/or the membrane of a cell organelle. Non-limiting
classes of biocarbonate transporter proteins include the
anion exachanger (AE) family of CI7/HCO;~ exchangers,
the NBC family of Na*/HCO;~ cotransporters, and the
Na*-dependent CI7/HCO;~ exchangers. In some aspects
described herein, the bicarbonate transporter is a sulfate-
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bicarbonate transporter, wherein the transporter is capable of
facilitating the transfer of both HCO,™ and SO,*~ anions
across a biological membrane. Biocarbonate exchange activ-
ity can be determined as described in the art, e.g., as
described in Sterling et al., 2002, Am J Physiol Cell Physiol
283: C1522-1529.

The bicarbonate transporters have at least 20%, e.g., at
least 40%, at least 50%, at least 60%, at least 70%, at least
80%, at least 85%, at least 90%, at least 91%, at least 92%,
at least 93%, at least 94%, at least 95%, at least 96%, at least
97%, at least 98%, at least 99%, or at least 100% of the
bicarbonate transporter activity of the mature polypeptide
sequence of SEQ ID NO: 2 or 4.

C4-dicarboxylic acid transporter: The term “C4-dicarbox-
ylic acid transporter” is defined herein as a dicarboxylic acid
permease that can transport malic acid, succinic acid, oxalo-
acetic acid, malonic acid, and/or fumaric acid outside a cell
(Grobler et al., 1995, Yeast 11: 1485-1491; Camarasa et al.,
2001, Applied and Environmental Microbiology 67: 4144-
4151). A computational method to predict mitochondrially
imported proteins and their targeting sequences is described
by Claros and Vincens, 1996, Fur. J. Biochem. 241:779-786.

The C4-dicarboxylic acid transporters have at least 20%,
e.g., at least 40%, at least 50%, at least 60%, at least 70%,
at least 80%, at least 85%, at least 90%, at least 91%, at least
92%, at least 93%, at least 94%, at least 95%, at least 96%,
at least 97%, at least 98%, at least 99%, or at least 100% of
the C4-dicarboxylic acid transporter activity (e.g., malic
acid transporter activity) of the mature polypeptide sequence
of SEQ ID NO: 6.

Malate dehydrogenase: The term “malate dehydrogenase™
is defined herein as a malate:NAD* oxidoreductase (EC
1.1.1.37) that catalyzes the reduction of oxaloacetate in the
presence of NADH+H" to malate and NAD™". For purposes
of the present invention, malate dehydrogenase activity is
determined according to the following procedure. The assay
solution consists of 1 mM oxaloacetic acid, 100 mM Tris pH
8.0, 10 mM NaHCO;, 5 mM MgCl,, and 0.1 mM NADH
(Sigma Chemical Co., St. Louis, Mo., USA). The assay
solution without oxaloacetic acid as substrate is run as a
control to measure background NADH degradation rates.
Dilutions of 1/100, 1/500, 1/2500, and 1/12500 of each
supernatant are prepared with double-distilled water. Ali-
quots of 270 pl of the assay solution are dispensed into 96
well polystyrene flat bottom plates. A 30 ul sample of each
diluted supernatant is added to initiate the assay. The reac-
tions are monitored using a SPECTRAMAX® 340PC plate
reader (Molecular Devices, Sunnyvale, Calif.,, USA) with
the following settings: 340 nm, kinetic reading. A concen-
tration series of NADH is used to construct a standard curve
and a dilution series of purified malic dehydrogenase (Sigma
Chemical Co., St. Louis, Mo., USA) is used as a positive
control. One unit of malate dehydrogenase activity equals
the amount of enzyme capable of converting 1 pmole of
oxaloacetate and NADH+H" to malate and NAD" per min-
ute at pH 8.0, 25° C.

The malate dehydrogenases have at least 20%, e.g., at
least 40%, at least 50%, at least 60%, at least 70%, at least
80%, at least 85%, at least 90%, at least 91%, at least 92%,
at least 93%, at least 94%, at least 95%, at least 96%, at least
97%, at least 98%, at least 99%, or at least 100% of the
malate dehydrogenase activity of the mature polypeptide
sequence of SEQ ID NO: 8.

Pyruvate carboxylase: The term “pyruvate carboxylase” is
defined herein as a pyruvate:carbon-dioxide ligase (ADP-
forming) (EC 6.4.1.1) that catalyzes the carboxylation of
pyruvate in the presence of ATP and HCO;™ to oxaloacetate,



US 9,447,440 B2

5

ADP, and phosphate. For purposes of the present invention,
pyruvate carboxylase activity is determined according to the
procedure of the SIGMA® Quality Control Test procedure
for pyruvate carboxylase (Sigma Chemical Co., St. Louis,
Mo., USA) except the assay uses Tris buffer at pH 8.0. One
unit of pyruvate carboxylase activity equals the amount of
enzyme capable of converting 1 pmole of pyruvate and CO,
to oxaloacetate per minute at pH 7.8, 30° C.

The pyruvate carboxylases have at least 20%, e.g., at least
40%, at least 50%, at least 60%, at least 70%, at least 80%,
at least 85%, at least 90%, at least 91%, at least 92%, at least
93%, at least 94%, at least 95%, at least 96%, at least 97%,
at least 98%, at least 99%, or at least 100% of the pyruvate
carboxylase activity of the mature polypeptide sequence of
SEQ ID NO: 10.

Heterologous polynucleotide: The term ‘heterologous
polynucleotide” is defined herein as a polynucleotide that is
not native to the host cell; a native polynucleotide in which
structural modifications have been made to the coding
region; a native polynucleotide whose expression is quan-
titatively altered as a result of a manipulation of the DNA by
recombinant DNA techniques, e.g., a different (foreign)
promoter; or a native polynucleotide whose expression is
quantitatively altered by the introduction of one or more
(several) extra copies of the polynucleotide into the host cell.

Isolated/purified: The terms “isolated” and “purified”
mean a polypeptide or polynucleotide that is removed from
at least one component with which it is naturally associated.
For example, a polypeptide may be at least 1% pure, e.g., at
least 5% pure, at least 10% pure, at least 20% pure, at least
40% pure, at least 60% pure, at least 80% pure, at least 90%
pure, at least 93% pure, at least 95% pure, at least 97%, at
least 98% pure, or at least 99% pure, as determined by
SDS-PAGE and a polynucleotide may be at least 1% pure,
e.g., at least 5% pure, at least 10% pure, at least 20% pure,
at least 40% pure, at least 60% pure, at least 80% pure, at
least 90%, at least 93% pure, at least 95% pure, at least 97%,
at least 98% pure, or at least 99% pure, as determined by
agarose electrophoresis.

Coding sequence: The term “coding sequence” means a
polynucleotide sequence, which specifies the amino acid
sequence of a polypeptide. The boundaries of the coding
sequence are generally determined by an open reading
frame, which usually begins with the ATG start codon or
alternative start codons such as GTG and TTG and ends with
a stop codon such as TAA, TAG, and TGA. The coding
sequence may be a sequence of genomic DNA, cDNA, a
synthetic polynucleotide, and/or a recombinant polynucle-
otide.

c¢DNA sequence: The term “cDNA sequence” means a
sequence of DNA following reverse transcription from a
mature, spliced, mRNA molecule obtained from a eukary-
otic cell. The initial, primary RNA transcript from genomic
DNA is a precursor to mRNA that is processed through a
series of steps, including splicing, before appearing as
mature spliced mRNA. A cDNA sequence lacks intervening
intron sequences that may be present in the corresponding
genomic DNA sequence. Accordingly, the phrase “the
c¢DNA sequence of SEQ ID NO: X” intends the resulting
sequence after the intervening intron sequences of SEQ ID
NO: X, if present, are removed. In some instances—when a
referenced genomic DNA sequence lacks intervening intron
sequences—a cDNA sequence may be identical to its cor-
responding genomic DNA sequence.

Genomic DNA sequence. The term “genomic DNA
sequence” means a DNA sequence found in the genome of
a source organism (e.g., a eukaryotic or prokaryotic
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genome). In some instances, a genomic DNA sequence from
a eukaryotic genome contains one or more intervening
intron sequences that are removed from the primary RNA
transcript as a result of RNA splicing. Accordingly, the
phrase “the genomic DNA sequence of SEQ ID NO: Y”
intends the corresponding DNA sequence from the source
organism which includes intervening intron sequences, if
any, that are present before RNA splicing.

Mature polypeptide sequence: The term “mature polypep-
tide sequence” means the portion of the referenced poly-
peptide sequence after any post-translational sequence
modifications (such as N-terminal processing and/or C-ter-
minal truncation). In some instances, the mature polypeptide
sequence may be identical to the entire referenced polypep-
tide sequence. In one aspect, the mature polypeptide
sequence is amino acids 1 to 770 of SEQ ID NO: 2 based on
the SignalP program (Nielsen et al., 1997, Protein Engineer-
ing 10: 1-6) and the InterProScan program (The European
Bioinformatics Institute) that predicts the absence of a signal
peptide. In another aspect, the mature polypeptide sequence
is amino acids 1 to 843 of SEQ ID NO: 4 based on the
SignalP program and the InterProScan program that predicts
the absence of a signal peptide. It is known in the art that a
host cell may produce a mixture of two of more different
mature polypeptide sequences (i.e., with a different C-ter-
minal and/or N-terminal amino acid) expressed by the same
polynucleotide.

Mature polypeptide coding sequence: The term “mature
polypeptide coding sequence” means the portion of the
referenced polynucleotide sequence (e.g., genomic or cDNA
sequence) that encodes a mature polypeptide sequence. In
some instances, the mature polypeptide coding sequence
may be identical to the entire referenced polynucleotide
sequence. In one aspect, the mature polypeptide coding
sequence is nucleotides 1 to 2503 of SEQ ID NO: 1 based
on the SignalP program (supra) and the InterProScan pro-
gram (supra) that predicts the absence of a signal peptide
coding sequence. In another aspect, the mature polypeptide
coding sequence is nucleotides 1 to 2657 of SEQ ID NO: 3
based on the SignalP program and the InterProScan program
that predicts the absence of a signal peptide coding
sequence.

Fragment: The term “fragment” means a polypeptide
having one or more (several) amino acids deleted from the
amino and/or carboxyl terminus of a referenced polypeptide
sequence. In one aspect, the fragment has bicarbonate trans-
porter activity. In another aspect, a fragment contains at least
650 amino acid residues, e.g., at least 690 amino acid
residues or at least 730 amino acid residues of SEQ ID NO:
2. In another aspect, a fragment contains at least 720 amino
acid residues, e.g., at least 760 amino acid residues or at least
800 amino acid residues of SEQ ID NO: 4.

Subsequence: The term “subsequence” means a poly-
nucleotide having one or more (several) nucleotides deleted
from the 5' and/or 3' end of the referenced nucleotide
sequence. In one aspect, the subsequence encodes a frag-
ment having bicarbonate transporter activity. In another
aspect, a subsequence contains at least 1950 nucleotides,
e.g., at least 2070 nucleotides or at least 2190 nucleotides of
SEQ ID NO: 1. In another aspect, a subsequence contains at
least 2160 nucleotides, e.g., at least 2280 nucleotides or at
least 2400 nucleotides of SEQ ID NO: 3.

Allelic variant: The term “allelic variant” means any of
two or more alternative forms of a gene occupying the same
chromosomal locus. Allelic variation arises naturally
through mutation, and may result in polymorphism within
populations. Gene mutations can be silent (no change in the
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encoded polypeptide) or may encode polypeptides having
altered amino acid sequences. An allelic variant of a poly-
peptide is a polypeptide encoded by an allelic variant of a
gene.

Sequence Identity: The relatedness between two amino
acid sequences or between two nucleotide sequences is
described by the parameter “sequence identity”.

For purposes of the present invention, the degree of
sequence identity between two amino acid sequences is
determined using the Needleman-Wunsch algorithm
(Needleman and Wunsch, 1970, J. Mol. Biol. 48: 443-453)
as implemented in the Needle program of the EMBOSS
package (EMBOSS: The European Molecular Biology Open
Software Suite, Rice et al., 2000, Trends Genet. 16: 276-
277), preferably version 3.0.0 or later. The optional param-
eters used are gap open penalty of 10, gap extension penalty
of 0.5, and the EBLOSUMG62 (EMBOSS version of BLO-
SUMS62) substitution matrix. The output of Needle labeled
“longest identity” (obtained using the -nobrief option) is
used as the percent identity and is calculated as follows:

(Identical Residuesx100)/(Length of Alignment—
Total Number of Gaps in Alignment)

For purposes of the present invention, the degree of
sequence identity between two deoxyribonucleotide
sequences is determined using the Needleman- Wunsch algo-
rithm (Needleman and Wunsch, 1970, supra) as imple-
mented in the Needle program of the EMBOSS package
(EMBOSS: The European Molecular Biology Open Soft-
ware Suite, Rice et al., 2000, supra), preferably version 3.0.0
or later. The optional parameters used are gap open penalty
of 10, gap extension penalty of 0.5, and the EDNAFULL
(EMBOSS version of NCBI NUC4.4) substitution matrix.
The output of Needle labeled “longest identity” (obtained
using the -nobrief option) is used as the percent identity and
is calculated as follows:

(Identical Deoxyribonucleotidesx100)/(Length of
Alignment-Total Number of Gaps in Align-
ment)

Expression: The term “expression” includes any step
involved in the production of the polypeptide including, but
not limited to, transcription, post-transcriptional modifica-
tion, translation, post-translational modification, and secre-
tion.

Nucleic acid construct: The term “nucleic acid construct”
means a nucleic acid molecule—single-stranded or double-
stranded—which is isolated from a naturally occurring gene,
modified to contain segments of nucleic acids in a manner
that would not otherwise exist in nature, or synthetic,
wherein the nucleic acid molecule comprises one or more
(several) control sequences.

Control sequence: The term “control sequence” means a
nucleic acid sequence necessary for polypeptide expression.
Control sequences may be native or foreign to the poly-
nucleotide encoding the polypeptide, and native or foreign
to each other. Such control sequences include, but are not
limited to, a leader sequence, polyadenylation sequence,
propeptide sequence, promoter sequence, signal peptide
sequence, and transcription terminator sequence. The con-
trol sequences may be provided with linkers for the purpose
of introducing specific restriction sites facilitating ligation of
the control sequences with the coding region of the poly-
nucleotide encoding a polypeptide.

Operably linked: The term “operably linked” means a
configuration in which a control sequence is placed at an
appropriate position relative to the coding sequence of a
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polynucleotide such that the control sequence directs the
expression of the coding sequence.

Expression vector: The term “expression vector” means a
linear or circular DNA molecule that comprises a polynucle-
otide encoding a polypeptide and is operably linked to
control sequences, wherein the control sequences provide
for expression of the polynucleotide encoding the polypep-
tide. At a minimum, the expression vector comprises a
promoter sequence, and transcriptional and translational
stop signal sequences.

Host cell: The term “host cell” means any cell type that is
susceptible to transformation, transfection, transduction, and
the like with a nucleic acid construct or expression vector
comprising a polynucleotide of the present invention (e.g., a
polynucleotide encoding a bicarbonate transporter). The
term “host cell” encompasses any progeny of a parent cell
that is not identical to the parent cell due to mutations that
occur during replication.

Variant: The term “variant” means a polypeptide having
activity, e.g., bicarbonate transporter activity, comprising an
alteration, i.e., a substitution, insertion, and/or deletion of
one or more (several) amino acid residues at one or more
(several) positions. A substitution means a replacement of an
amino acid occupying a position with a different amino acid;
a deletion means removal of an amino acid occupying a
position; and an insertion means adding one or more (sev-
eral), e.g.,, 1-3 amino acids, adjacent to an amino acid
occupying a position.

Volumetric productivity: The term “volumetric produc-
tivity” refers to the amount of referenced product produced
(e.g., the amount of a C4-dicarboxylic acid produced) per
volume of the system used (e.g., the total volume of media
and contents therein) per unit of time.

Fermentable medium: The term “fermentable medium”
refers to a medium comprising one or more (several) sugars,
such as glucose, fructose, sucrose, cellobiose, xylose, xylu-
lose, arabinose, mannose, galactose, and/or soluble oli-
gosaccharides, wherein the medium is capable, in part, of
being converted (fermented) by a host cell into a desired
product, such as a C4-dicarboxylic acid. In some instances,
the fermentation medium is derived from a natural source,
such as sugar cane, starch, or cellulose, and may be the result
of pretreating the source by enzymatic hydrolysis (saccha-
rification).

Reference to “about” a value or parameter herein includes
aspects that are directed to that value or parameter per se.
For example, description referring to “about X includes the
aspect “X”.

As used herein and in the appended claims, the singular
forms “a,” “or,” and “the” include plural referents unless the
context clearly dictates otherwise. It is understood that the
aspects of the invention described herein include “consist-
ing” and/or “consisting essentially of” aspects.

Unless defined otherwise or clearly indicated by context,
all technical and scientific terms used herein have the same
meaning as commonly understood by one of ordinary skill
in the art to which this invention belongs.

DETAILED DESCRIPTION OF THE
INVENTION

The present invention describes, inter alia, the overex-
pression of specific genes in a host cell, such as a filamen-
tous fungus (e.g., Aspergillus) to enhance the production of
C4-dicarboxylic acids (e.g., malic acid). The invention
encompasses the use of a heterologous gene for the expres-
sion of a bicarbonate transporter. The bicarbonate trans-
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porter can be any described bicarbonate transporter that is
suitable for practicing the present invention. In one aspect,
the bicarbonate transporter is a transporter that is overex-
pressed under culture conditions that produces C4-dicarbox-
ylic acid in high titers. In one aspect, the bicarbonate
transporter is a sulfate-bicarbonate transporter. The recom-
binant host cell may further comprise a heterologous poly-
nucleotide encoding a C4-dicarboxylic acid transporter; a
heterologous polynucleotide encoding a malate dehydroge-
nase; and/or a heterologous polynucleotide encoding a pyru-
vate carboxylase.

Bicarbonate Transporters and Polynucleotides Encoding
Bicarbonate Transporters

In one aspect of the recombinant host cells and methods
described herein, the bicarbonate transporter is selected
from the group consisting of: (a) a bicarbonate transporter
having at least 60% sequence identity to SEQ ID NO: 2 or
4, or the mature polypeptide sequence thereof; (b) a bicar-
bonate transporter encoded by a polynucleotide that hybrid-
izes under low stringency conditions with (i) SEQ ID NO:
1 or 3, or the mature polypeptide coding sequence thereof,
(i) the cDNA sequence of SEQ ID NO: 1 or 3, or the mature
polypeptide coding sequence thereof; or (iii) the full-length
complementary strand of (i) or (ii); (c) a bicarbonate trans-
porter encoded by a polynucleotide having at least 60%
sequence identity to (iv) SEQ ID NO: 1 or 3, or the mature
polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 1 or 3, or the mature polypeptide
coding sequence thereof; or (vi) the full-length complemen-
tary strand of (iv) or (v); (d) a bicarbonate transporter variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 2 or 4, or the
mature polypeptide sequence thereof; and (e) a fragment of
a polypeptide of (a), (b), (¢), or (d) that has bicarbonate
transporter activity.

In one aspect, the bicarbonate transporter comprises or
consists of an amino acid sequence of at least 60%, e.g., at
least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, at least 91%, at least 92%, at least 93%,
at least 94%, at least 95%, at least 96%, at least 97%, at least
98%, at least 99%, or 100% sequence identity to SEQ ID
NO: 2 or 4, or the mature polypeptide sequence thereof. In
one aspect, the bicarbonate transporter comprises an amino
acid sequence that differs by no more than ten amino acids,
e.g., by no more than five amino acids, by no more than four
amino acids, by no more than three amino acids, by no more
than two amino acids, or by one amino acid from SEQ ID
NO: 2 or 4, or the mature polypeptide sequence thereof.

In one aspect, the bicarbonate transporter comprises or
consists of an amino acid sequence of at least 60%, e.g., at
least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, at least 91%, at least 92%, at least 93%,
at least 94%, at least 95%, at least 96%, at least 97%, at least
98%, at least 99%, or 100% sequence identity to SEQ ID
NO: 2 or the mature polypeptide sequence thereof. In one
aspect, the bicarbonate transporter comprises an amino acid
sequence that differs by no more than ten amino acids, e.g.,
by no more than five amino acids, by no more than four
amino acids, by no more than three amino acids, by no more
than two amino acids, or by one amino acid from SEQ ID
NO: 2 or the mature polypeptide sequence thereof. In
another aspect, the bicarbonate transporter comprises an
amino acid sequence of at least 60%, e.g., at least 65%, at
least 70%, at least 75%, at least 80%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to SEQ ID NO: 4 or the
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mature polypeptide sequence thereof. In one aspect, the
bicarbonate transporter comprises an amino acid sequence
that differs by no more than ten amino acids, e.g., by no more
than five amino acids, by no more than four amino acids, by
no more than three amino acids, by no more than two amino
acids, or by one amino acid from SEQ ID NO: 4 or the
mature polypeptide sequence thereof.

In one aspect, the bicarbonate transporter comprises or
consists of the amino acid sequence of SEQ ID NO: 2, the
mature polypeptide sequence of SEQ ID NO: 2, an allelic
variant thereof, or a fragment of the foregoing, having
bicarbonate transporter activity. In another aspect, the bicar-
bonate transporter comprises or consists of the amino acid
sequence of SEQ ID NO: 2. In another aspect, the bicar-
bonate transporter comprises or consists of the mature
polypeptide sequence of SEQ ID NO: 2. In another aspect,
the bicarbonate transporter comprises or consists of amino
acids 1 to 770 of SEQ ID NO: 2.

In one aspect, the bicarbonate transporter comprises or
consists of the amino acid sequence of SEQ ID NO: 4, the
mature polypeptide sequence of SEQ ID NO: 4, an allelic
variant thereof, or a fragment of the foregoing, having
bicarbonate transporter activity. In another aspect, the bicar-
bonate transporter comprises or consists of the amino acid
sequence of SEQ ID NO: 4. In another aspect, the bicar-
bonate transporter comprises or consists of the mature
polypeptide sequence of SEQ ID NO: 4. In another aspect,
the bicarbonate transporter comprises or consists of amino
acids 1 to 843 of SEQ ID NO: 4.

In one aspect, the bicarbonate transporter is encoded by a
polynucleotide that hybridizes under at least low stringency
conditions, e.g., medium stringency conditions, medium-
high stringency conditions, high stringency conditions, or
very high stringency conditions with (i) SEQ ID NO: 1 or 3,
or the mature polypeptide coding sequence thereof, (ii) the
c¢DNA sequence of SEQ ID NO: 1 or 3, or the mature
polypeptide coding sequence thereof; or (iii) the full-length
complementary strand of (i) or (ii) (see, e.g., J. Sambrook,
E. F. Fritsch, and T. Maniatus, 1989, Molecular Cloning, A
Laboratory Manual, 2d edition, Cold Spring Harbor, N.Y.).

In one aspect, the bicarbonate transporter is encoded by a
polynucleotide that hybridizes under at least low stringency
conditions, e.g., medium stringency conditions, medium-
high stringency conditions, high stringency conditions, or
very high stringency conditions with (i) SEQ ID NO: 1 or
the mature polypeptide coding sequence thereof, (ii) the
c¢DNA sequence of SEQ ID NO: 1 or the mature polypeptide
coding sequence thereof; or (iii) the full-length complemen-
tary strand of (i) or (ii). In another aspect, the bicarbonate
transporter is encoded by a polynucleotide that hybridizes
under at least low stringency conditions, e.g., medium
stringency conditions, medium-high stringency conditions,
high stringency conditions, or very high stringency condi-
tions with (i) SEQ ID NO: 3 or the mature polypeptide
coding sequence thereof, (ii) the cDNA sequence of SEQ ID
NO: 3 or the mature polypeptide coding sequence thereof; or
(iii) the full-length complementary strand of (i) or (ii).

In one aspect, the bicarbonate transporter is encoded by a
polynucleotide having at least 65%, e.g., at least 70%, at
least 75%, at least 80%, at least 85%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to (iv) SEQ ID NO: 1 or 3,
or the mature polypeptide coding sequence thereof, (v) the
c¢DNA sequence of SEQ ID NO: 1 or 3, or the mature
polypeptide coding sequence thereof; or (vi) the full-length
complementary strand of (iv) or (v).
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In one aspect, the bicarbonate transporter is encoded by a
polynucleotide having at least 65%, e.g., at least 70%, at
least 75%, at least 80%, at least 85%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to (iv) SEQ ID NO: 1 or the
mature polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 1 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v).

In one aspect, the bicarbonate transporter is encoded by a
polynucleotide having at least 65%, e.g., at least 70%, at
least 75%, at least 80%, at least 85%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to (iv) SEQ ID NO: 3 or the
mature polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 3 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v).

In one aspect, the bicarbonate transporter is encoded by
SEQ ID NO: 1 or 3, or the mature polypeptide coding
sequence thereof. In one aspect, the bicarbonate transporter
is encoded by SEQ ID NO: 1 or the mature polypeptide
coding sequence thereof. In one aspect, the bicarbonate
transporter is encoded by SEQ ID NO: 1. In one aspect, the
bicarbonate transporter is encoded by SEQ ID NO: 3 or the
mature polypeptide coding sequence thereof. In one aspect,
the bicarbonate transporter is encoded by SEQ ID NO: 3. In
one aspect, the bicarbonate transporter is encoded by a
subsequence of SEQ ID NO: 1 or 3, wherein the subse-
quence encodes a polypeptide having bicarbonate trans-
porter activity. In one aspect, the bicarbonate transporter is
encoded by a subsequence of SEQ ID NO: 1, wherein the
subsequence encodes a polypeptide having bicarbonate
transporter activity. In one aspect, the bicarbonate trans-
porter is encoded by a subsequence of SEQ ID NO: 3,
wherein the subsequence encodes a polypeptide having
bicarbonate transporter activity.

In one aspect, the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 2 or 4, or the
mature polypeptide sequence thereof. In one aspect, the
bicarbonate transporter is a variant comprising a substitu-
tion, deletion, and/or insertion of one or more (several)
amino acids of SEQ ID NO: 2. In one aspect, the bicarbonate
transporter is a variant comprising a substitution, deletion,
and/or insertion of one or more (several) amino acids of the
mature polypeptide sequence of SEQ ID NO: 2. In one
aspect, the bicarbonate transporter is a variant comprising a
substitution, deletion, and/or insertion of one or more (sev-
eral) amino acids of SEQ ID NO: 4. In one aspect, the
bicarbonate transporter is a variant comprising a substitu-
tion, deletion, and/or insertion of one or more (several)
amino acids of the mature polypeptide sequence of SEQ ID
NO: 4.

Preferably, amino acid changes are of a minor nature, that
is conservative amino acid substitutions or insertions that do
not significantly affect the folding and/or activity of the
protein; small deletions, typically of one to about 30 amino
acids; small amino-terminal or carboxyl-terminal exten-
sions, such as an amino-terminal methionine residue; a small
linker peptide of up to about 20-25 residues; or a small
extension that facilitates purification by changing net charge
or another function, such as a poly-histidine tract, an anti-
genic epitope or a binding domain.
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Examples of conservative substitutions are within the
group of basic amino acids (arginine, lysine and histidine),
acidic amino acids (glutamic acid and aspartic acid), polar
amino acids (glutamine and asparagine), hydrophobic amino
acids (leucine, isoleucine and valine), aromatic amino acids
(phenylalanine, tryptophan and tyrosine), and small amino
acids (glycine, alanine, serine, threonine and methionine).
Amino acid substitutions that do not generally alter specific
activity are known in the art and are described, for example,
by H. Neurath and R. L. Hill, 1979, In, The Proteins,
Academic Press, New York. The most commonly occurring
exchanges are Ala/Ser, Val/lle, Asp/Glu, Thr/Ser, Ala/Gly,
Ala/Thr, Ser/Asn, Ala/Val, Ser/Gly, Tyr/Phe, Ala/Pro, Lys/
Arg, Asp/Asn, Leu/lle, Leu/Val, Ala/Glu, and Asp/Gly.

Alternatively, the amino acid changes are of such a nature
that the physico-chemical properties of the polypeptides are
altered. For example, amino acid changes may improve the
thermal stability of the polypeptide, alter the substrate
specificity, change the pH optimum, and the like.

Essential amino acids in a parent polypeptide can be
identified according to procedures known in the art, such as
site-directed mutagenesis or alanine-scanning mutagenesis
(Cunningham and Wells, 1989, Science 244: 1081-1085). In
the latter technique, single alanine mutations are introduced
at every residue in the molecule, and the resultant mutant
molecules are tested for bicarbonate transporter activity to
identify amino acid residues that are critical to the activity
of the molecule. See also, Hilton et al., 1996, J. Biol. Chem.
271: 4699-4708. The active site of the enzyme or other
biological interaction can also be determined by physical
analysis of structure, as determined by such techniques as
nuclear magnetic resonance, crystallography, electron dif-
fraction, or photoaffinity labeling, in conjunction with muta-
tion of putative contact site amino acids. See, for example,
de Vos etal., 1992, Science 255: 306-312; Smith et al., 1992,
J. Mol. Biol. 224: 899-904; Wlodaver et al., 1992, FEBS
Lett. 309: 59-64. The identities of essential amino acids can
also be inferred from analysis of identities with polypeptides
that are related to the referenced parent polypeptide.

Single or multiple amino acid substitutions, deletions,
and/or insertions can be made and tested using known
methods of mutagenesis, recombination, and/or shuffling,
followed by a relevant screening procedure, such as those
disclosed by Reidhaar-Olson and Sauer, 1988, Science 241:
53-57; Bowie and Sauver, 1989, Proc. Natl. Acad. Sci. USA
86: 2152-2156; WO 95/17413; or WO 95/22625. Other
methods that can be used include error-prone PCR, phage
display (e.g., Lowman et al., 1991, Biochemistry 30: 10832-
10837; U.S. Pat. No. 5,223,409; WO 92/06204), and region-
directed mutagenesis (Derbyshire et al., 1986, Gene 46: 145;
Ner et al., 1988, DNA 7: 127).

Mutagenesis/shuffling methods can be combined with
high-throughput, automated screening methods to detect
activity of cloned, mutagenized polypeptides expressed by
host cells (Ness et al., 1999, Nature Biotechnology 17:
893-896). Mutagenized DNA molecules that encode active
polypeptides can be recovered from the host cells and
rapidly sequenced using standard methods in the art. These
methods allow the rapid determination of the importance of
individual amino acid residues in a polypeptide.

In some aspects, the total number of amino acid substi-
tutions, deletions and/or insertions of SEQ ID NO: 2 or 4, or
the mature polypeptide sequence thereof, is not more than
10, e.g., not more than 1, 2, 3,4, 5,6, 7, 8 or 9.

In another aspect, the bicarbonate transporter is a frag-
ment of SEQ ID NO: 2 or 4, or the mature polypeptide
sequence thereof, wherein the fragment has bicarbonate
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transporter activity. In one aspect, the bicarbonate trans-
porter is a fragment of SEQ ID NO: 2 or the mature
polypeptide sequence thereof, wherein the fragment has
bicarbonate transporter activity. In one aspect, the fragment
contains at least 650 amino acid residues, e.g., preferably at
least 690 amino acid residues, or at least 730 amino acid
residues of SEQ ID NO: 2. In one aspect, the fragment
contains a bicarbonate transporter domain, e.g., the putative
transporter domain of amino acids 280 to 556 of SEQ ID
NO: 2. In another aspect, the bicarbonate transporter is a
fragment of SEQ ID NO: 4 or the mature polypeptide
sequence thereof, wherein the fragment has bicarbonate
transporter activity. In one aspect, the fragment contains at
least 720 amino acid residues, e.g., preferably at least 760
amino acid residues, or at least 800 amino acid residues of
SEQ ID NO: 4. In one aspect, the fragment contains a
bicarbonate transporter domain, e.g., the putative transporter
domain of amino acids 192 to 480 of SEQ ID NO: 4.

The bicarbonate transporter may be a fused polypeptide or
cleavable fusion polypeptide in which another polypeptide is
fused at the N-terminus or the C-terminus of the polypeptide
of the present invention. A fused polypeptide is produced by
fusing a polynucleotide encoding another polypeptide to a
polynucleotide of the present invention. Techniques for
producing fusion polypeptides are known in the art, and
include ligating the coding sequences encoding the poly-
peptides so that they are in frame and that expression of the
fused polypeptide is under control of the same promoter(s)
and terminator. Fusion proteins may also be constructed
using intein technology in which fusions are created post-
translationally (Cooper et al., 1993, EMBO J. 12: 2575-
2583; Dawson et al., 1994, Science 266: 776-779).

A fusion polypeptide can further comprise a cleavage site
between the two polypeptides. Upon secretion of the fusion
protein, the site is cleaved releasing the two polypeptides.
Examples of cleavage sites include, but are not limited to,
the sites disclosed in Martin et al., 2003, J. Ind. Microbiol.
Biotechnol. 3: 568-576; Svetina et al., 2000, J. Biotechnol.
76:245-251; Rasmussen-Wilson et al., 1997, Appl. Environ.
Microbiol. 63: 3488-3493; Ward et al., 1995, Biotechnology
13: 498-503; and Contreras et al., 1991, Biotechnology 9:
378-381; Eaton et al., 1986, Biochemistry 25: 505-512;
Collins-Racie et al., 1995, Biotechnology 13: 982-987;
Carter et al., 1989, Proteins: Structure, Function, and Genet-
ics 6: 240-248; and Stevens, 2003, Drug Discovery World 4:
35-48.

Techniques used to isolate or clone a polynucleotide—
such as a polynucleotide encoding a bicarbonate trans-
porter—as well as any other polypeptide used in any of the
aspects mentioned herein, are known in the art and include
isolation from genomic DNA, preparation from cDNA, or a
combination thereof. The cloning of the polynucleotides
from such genomic DNA can be effected, e.g., by using the
well known polymerase chain reaction (PCR) or antibody
screening of expression libraries to detect cloned DNA
fragments with shares structural features. See, e.g., Innis et
al.,, 1990, PCR: A Guide to Methods and Application,
Academic Press, New York. Other nucleic acid amplification
procedures such as ligase chain reaction (LCR), ligated
activated transcription (LAT) and nucleotide sequence-
based amplification (NASBA) may be used. The polynucle-
otides may be cloned from a strain of Aspergillus, or another
or related organism, and thus, for example, may be an allelic
or species variant of the polypeptide encoding region of the
nucleotide sequence.

The polynucleotide of SEQ ID NO: 1 or 3, or a subse-
quence thereof; as well as the amino acid sequence of SEQ
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ID NO: 2 or 4; or a fragment thereof;, may be used to design
nucleic acid probes to identify and clone DNA encoding a
bicarbonate transporter from strains of different genera or
species according to methods well known in the art. In
particular, such probes can be used for hybridization with the
genomic or cDNA of the genus or species of interest,
following standard Southern blotting procedures, in order to
identify and isolate the corresponding gene therein. Such
probes can be considerably shorter than the entire sequence,
e.g., at least 14 nucleotides, at least 25 nucleotides, at least
35 nucleotides, at least 70 nucleotides in lengths. The probes
may be longer, e.g., at least 100 nucleotides, at least 200
nucleotides, at least 300 nucleotides, at least 400 nucleo-
tides, at least 500 nucleotides in lengths. Even longer probes
may be used, e.g., at least 600 nucleotides, at least 700
nucleotides, at least 800 nucleotides, or at least 900 nucleo-
tides in length. Both DNA and RNA probes can be used. The
probes are typically labeled for detecting the corresponding
gene (for example, with >2P, *H, *°S, biotin, or avidin). Such
probes are encompassed by the present invention.

A genomic DNA or ¢cDNA library prepared from such
other strains may be screened for DNA that hybridizes with
the probes described above and encodes a polypeptide
having bicarbonate transporter activity. Genomic or other
DNA from such other strains may be separated by agarose
or polyacrylamide gel electrophoresis, or other separation
techniques. DNA from the libraries or the separated DNA
may be transferred to and immobilized on nitrocellulose or
other suitable carrier material. In order to identify a clone or
DNA that is homologous with SEQ ID NO: 1 or 3, or a
subsequence thereof, the carrier material is preferably used
in a Southern blot.

For purposes of the present invention, hybridization indi-
cates that the polynucleotide hybridizes to a labeled nucleic
acid probe corresponding to SEQ ID NO: 1 or 3, the mature
polypeptide coding sequence of SEQ ID NO: 1 or 3, or the
full-length complementary strand thereof, or a subsequence
of the foregoing; under very low to very high stringency
conditions. Molecules to which the nucleic acid probe
hybridizes under these conditions can be detected using, for
example, X-ray film.

In one aspect, the nucleic acid probe is SEQ ID NO: 1 or
3. In another aspect, the nucleic acid probe is the mature
polypeptide coding sequence of SEQ ID NO: 1 or 3. In
another aspect, the nucleic acid probe is the mature poly-
peptide coding sequence of SEQ ID NO: 1. In another
aspect, the nucleic acid probe is SEQ ID NO: 1. In another
aspect, the nucleic acid probe is the mature polypeptide
coding sequence of SEQ ID NO: 3. In another aspect, the
nucleic acid probe is SEQ ID NO: 3. In another aspect, the
nucleic acid probe is a polynucleotide that encodes the
polypeptide of SEQ ID NO: 2 or a fragment thereof. In
another aspect, the nucleic acid probe is a polynucleotide
that encodes the polypeptide of SEQ ID NO: 4 or a fragment
thereof.

For long probes of at least 100 nucleotides in length, very
low to very high stringency conditions are defined as pre-
hybridization and hybridization at 42° C. in 5xSSPE, 0.3%
SDS, 200 micrograms/ml. sheared and denatured salmon
sperm DNA, and either 25% formamide for very low and
low stringencies, 35% formamide for medium and medium-
high stringencies, or 50% formamide for high and very high
stringencies, following standard Southern blotting proce-
dures for 12 to 24 hours optimally. The carrier material is
finally washed three times each for 15 minutes using 2xSSC,
0.2% SDS at 45° C. (very low stringency), at 50° C. (low
stringency), at 55° C. (medium stringency), at 60° C. (me-
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dium-high stringency), at 65° C. (high stringency), and at
70° C. (very high stringency).

For short probes of about 15 nucleotides to about 70
nucleotides in length, stringency conditions are defined as
prehybridization and hybridization at about 5° C. to about
10° C. below the calculated T, using the calculation accord-
ing to Bolton and McCarthy (1962, Proc. Natl. Acad. Sci.
USA 48:1390) in 0.9 M NaCl, 0.09 M Tris-HCI pH 7.6, 6
mM EDTA, 0.5% NP-40, 1xDenhardt’s solution, 1 mM
sodium pyrophosphate, 1 mM sodium monobasic phos-
phate, 0.1 mM ATP, and 0.2 mg of yeast RNA per mL
following standard Southern blotting procedures for 12 to 24
hours optimally. The carrier material is finally washed once
in 6xSCC plus 0.1% SDS for 15 minutes and twice each for
15 minutes using 6xSSC at 5° C. to 10° C. below the
calculated T,,.

The bicarbonate transporter of the present invention may
be obtained from a microorganism of any genus. As used
herein, the term “obtained from” in connection with a given
source shall mean that the polypeptide encoded by a poly-
nucleotide is produced by the source or by a cell in which the
polynucleotide from the source has been inserted.

The bicarbonate transporter may be a bacterial bicarbon-
ate transporter. For example, the bicarbonate transporter
may be a Gram-positive bacterial polypeptide such as a
Bacillus, Streptococcus, Streptomyces, Staphylococcus,
Enterococcus, Lactobacillus, Lactococcus, Clostridium,
Geobacillus, or Oceanobacillus bicarbonate transporter, or a
Gram-negative bacterial polypeptide such as an E. coli,
Pseudomonas, Salmonella, Campylobacter, Helicobacter,
Flavobacterium, Fusobacterium, llyobacter, Neisseria, or
Ureaplasma bicarbonate transporter.

In one aspect, the bicarbonate transporter is a Bacillus
alkalophilus, Bacillus amyloliquefaciens, Bacillus brevis,
Bacillus circulans, Bacillus clausii, Bacillus coagulans,
Bacillus firmus, Bacillus lautus, Bacillus lentus, Bacillus
licheniformis, Bacillus megaterium, Bacillus pumilus, Bacil-
lus stearothermophilus, Bacillus subtilis, or Bacillus
thuringiensis bicarbonate transporter.

In another aspect, the bicarbonate transporter is a Strep-
tococcus equisimilis, Streptococcus pyogenes, Streptococcus
uberis, or Streptococcus equi subsp. Zooepidemicus bicar-
bonate transporter. In another aspect, the bicarbonate trans-
porter is a Streptomyces achromogenes, Streptomyces aver-
mitilis, Streptomyces coelicolor, Streptomyces griseus, or
Streptomyces lividans bicarbonate transporter.

The bicarbonate transporter may be a fungal bicarbonate
transporter. In one aspect, the fungal bicarbonate transporter
is a yeast bicarbonate transporter such as a Candida,
Kluyveromyces, Pichia, Saccharomyces, Schizosaccharomy-
ces, or Yarrowia bicarbonate transporter.

In another aspect, the fungal bicarbonate transporter is a
filamentous fungal bicarbonate transporter such as an Acre-
monium, Agaricus, Alternaria, Aspergillus, Aureobasidium,
Botryospaeria, Ceriporiopsis, Chaetomidium, Chrysospo-
rium, Claviceps, Cochliobolus, Coprinopsis, Coptotermes,
Corynascus, Cryphonectria, Cryptococcus, Diplodia,
Exidia, Filibasidium, Fusarium, Gibberella, Holomastigo-
toides, Humicola, Irpex, Lentinula, Leptospaeria, Magna-
porthe, Melanocarpus, Meripilus, Mucor, Myceliophthora,
Neocallimastix, Neurospora, Paecilomyces, Penicillium,
Phanerochaete, Piromyces, Poitrasia, Pseudoplectania,
Pseudotrichonympha, Rhizomucor, Schizophyllum, Scyta-
lidium, Talaromyces, Thermoascus, Thielavia, Tolypocla-
dium, Trichoderma, Trichophaea, Verticillium, Volvariella,
or Xylaria bicarbonate transporter.
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In another aspect, the bicarbonate transporter is a Sac-
charomyces carlsbergensis, Saccharomyces cerevisiae, Sac-
charomyces diastaticus, Saccharomyces douglasii, Saccha-
romyces  kluyveri,  Saccharomyces  norbensis, or
Saccharomyces oviformis bicarbonate transporter.

In another aspect, the bicarbonate transporter is an Acre-
monium cellulolyticus, Aspergillus aculeatus, Aspergillus
awamori, Aspergillus flavus, Aspergillus fumigatus, Asper-
gillus foetidus, Aspergillus japonicus, Aspergillus nidulans,
Aspergillus niger, Aspergillus oryzae, Aspergillus sojae,
Chrysosporium keratinophilum, Chrysosporium lucknow-
ense, Chrysosporium tropicum, Chrysosporium merdarium,
Chrysosporium inops, Chrysosporium pannicola, Chrys-

osporium  queenslandicum,  Chrysosporium  zonatum,
Fusarium bactridioides, Fusarium cerealis, Fusarium
crookwellense, Fusarium culmorum, Fusarium

graminearum, Fusarium graminum, Fusarium heterospo-
rum, Fusarium negundi, Fusarium oxysporum, Fusarium
reticulatum, Fusarium roseum, Fusarium sambucinum,
Fusarium  sarcochroum,  Fusarium  sporotrichioides,
Fusarium sulphureum, Fusarium torulosum, Fusarium tri-
chothecioides, Fusavium venenatum, Humicola grisea,
Humicola insolens, Humicola lanuginosa, Irpex lacteus,
Mucor miehei, Myceliophthora thermophila, Neurospora
crassa, Penicillium funiculosum, Penicillium purpuroge-
num, Phanerochaete chrysosporium, Thielavia achro-
matica, Thielavia albomyces, Thielavia albopilosa, Thiela-
via australeinsis, Thielavia fimeti, Thielavia microspora,
Thielavia ovispora, Thielavia peruviana, Thielavia spededo-
nium, Thielavia setosa, Thielavia subthermophila, Thielavia
terrestris, Trichoderma harzianum, Trichoderma koningii,
Trichoderma longibrachiatum, Trichoderma reesei, or
Trichoderma viride bicarbonate transporter.

In one aspect, the bicarbonate transporter is an Aspergillus
bicarbonate transporter, such as an Aspergillus oryzae bicar-
bonate transporter. In one aspect, the bicarbonate transporter
an Aspergillus oryzae bicarbonate transporter of SEQ ID
NO: 2. In another aspect, the bicarbonate transporter an
Aspergillus oryzae bicarbonate transporter of SEQ ID NO:
4.

It will be understood that for the aforementioned species,
the invention encompasses both the perfect and imperfect
states, and other taxonomic equivalents, e.g., anamorphs,
regardless of the species name by which they are known.
Those skilled in the art will readily recognize the identity of
appropriate equivalents.

Strains of these species are readily accessible to the public
in a number of culture collections, such as the American
Type Culture Collection (ATCC), Deutsche Sammlung von
Mikroorganismen and Zellkulturen GmbH (DSM), Cen-
traalbureau Voor Schimmelcultures (CBS), and Agricultural
Research Service Patent Culture Collection, Northern
Regional Research Center (NRRL).

The bicarbonate transporter may also be identified and
obtained from other sources including microorganisms iso-
lated from nature (e.g., soil, composts, water, etc.) or DNA
samples obtained directly from natural materials (e.g., soil,
composts, water, etc.) using the above-mentioned probes.
Techniques for isolating microorganisms and DNA directly
from natural habitats are well known in the art. The poly-
nucleotide encoding a bicarbonate transporter may then be
derived by similarly screening a genomic or cDNA library of
another microorganism or mixed DNA sample. Once a
polynucleotide encoding a bicarbonate transporter has been
detected with suitable probe(s) as described herein, the
sequence may be isolated or cloned by utilizing techniques
that are known to those of ordinary skill in the art (see, e.g.,
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J. Sambrook, E. F. Fritsch, and T. Maniatus, 1989, Molecu-
lar Cloning, A Laboratory Manual, 2d edition, Cold Spring
Harbor, N.Y.).
C4-Dicarboxylic Acid Transporters and Polynucleotides
Encoding C4-Dicarboxylic Acid Transporters

In some aspects of the recombinant host cells and meth-
ods of use thereof, the host cells have C4-dicarboxylic acid
transporter activity. In some aspects, the host cells comprise
a heterologous polynucleotide encoding a C4-dicarboxylic
acid transporter. The C4-dicarboxylic acid transporter can be
any C4-dicarboxylic acid transporter that is suitable for
practicing the invention. In one aspect, the C4-dicarboxylic
acid transporter is present in the cytosol of the host cell.

In one aspect, the C4-dicarboxylic acid transporter is (a)
a C4-dicarboxylic acid transporter having at least 60%
sequence identity to SEQ ID NO: 6 or the mature polypep-
tide sequence thereof; (b) a C4-dicarboxylic acid transporter
encoded by a polynucleotide that hybridizes under low
stringency conditions with SEQ ID NO: 5, the mature
polypeptide coding sequence thereof, or the full-length
complementary strand of the foregoing; (c) a C4-dicarbox-
ylic acid transporter encoded by a polynucleotide having at
least 60% sequence identity to SEQ ID NO: 5, the mature
polypeptide coding sequence thereof, or the full-length
complementary strand of the foregoing; (d) a C4-dicarbox-
ylic acid transporter variant comprising a substitution, dele-
tion, and/or insertion of one or more (several) amino acids
of SEQ ID NO: 6 or the mature polypeptide sequence
thereof; and (e) a fragment of a polypeptide of (a), (b), (c),
or (d) that has C4-dicarboxylic acid transporter activity.

In one aspect, the C4-dicarboxylic acid transporter com-
prises or consists of an amino acid sequence having at least
60%, e.g., at least 65%, at least 70%, at least 75%, at least
80%, at least 85%, at least 90%, at least 91%, at least 92%,
at least 93%, at least 94%, at least 95%, at least 96%, at least
97%, at least 98%, or at least 99% sequence identity to SEQ
ID NO: 6 or the mature polypeptide sequence thereof. In one
aspect, the C4-dicarboxylic acid transporter comprises an
amino acid sequence that differs by no more than ten amino
acids, e.g., by no more than five amino acids, by no more
than four amino acids, by no more than three amino acids,
by no more than two amino acids, or by one amino acid from
SEQ ID NO: 6 or the mature polypeptide sequence thereof.

In one aspect, the C4-dicarboxylic acid transporter com-
prises or consists of the amino acid sequence of SEQ ID NO:
6, the mature polypeptide sequence of SEQ ID NO: 6, an
allelic variant thereof, or a fragment of the foregoing, having
C4-dicarboxylic acid transporter activity. In another aspect,
the C4-dicarboxylic acid transporter comprises or consists of
the amino acid sequence of SEQ ID NO: 6. In another
aspect, the C4-dicarboxylic acid transporter comprises or
consists of the mature polypeptide sequence of SEQ ID NO:
6. In another aspect, the C4-dicarboxylic acid transporter
comprises or consists of amino acids 1 to 418 of SEQ ID
NO: 6. In another aspect, the C4-dicarboxylic acid trans-
porter comprises or consists of amino acids 18 to 418 of
SEQ ID NO: 6.

In one aspect, the C4-dicarboxylic acid transporter is
encoded by a polynucleotide that hybridizes under at least
low stringency conditions, e.g., medium stringency condi-
tions, medium-high stringency conditions, high stringency
conditions, or very high stringency conditions with SEQ ID
NO: 5, the mature polypeptide coding sequence thereof, or
the full-length complementary strand of the foregoing (J.
Sambrook, E.F. Fritsch, and T. Maniatis, 1989, supra).

In one aspect, the C4-dicarboxylic acid transporter is
encoded by a polynucleotide having at least 65%, e.g., at
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least 70%, at least 75%, at least 80%, at least 85%, at least
85%, at least 90%, at least 91%, at least 92%, at least 93%,
at least 94%, at least 95%, at least 96%, at least 97%, at least
98%, at least 99%, or 100% sequence identity to SEQ ID
NO: 5, the mature polypeptide coding sequence thereof, or
the full-length complementary strand of the foregoing.

In one aspect, the C4-dicarboxylic acid transporter is
encoded by SEQ ID NO: 5 or the mature polypeptide coding
sequence thereof. In one aspect, the C4-dicarboxylic acid
transporter is encoded by SEQ ID NO: 5. In one aspect, the
C4-dicarboxylic acid transporter is encoded by the mature
polypeptide coding sequence of SEQ ID NO: 5. In one
aspect, the mature polypeptide coding sequence is nucleo-
tides 1 to 1257 of SEQ ID NO: 5. In one aspect, the mature
polypeptide coding sequence is nucleotides 52 to 1257 of
SEQ ID NO: 5. In one aspect, the C4-dicarboxylic acid
transporter is encoded by a subsequence of SEQ ID NO: 5,
wherein the subsequence encodes a polypeptide having
C4-dicarboxylic acid transporter activity. In one aspect, the
subsequence contains at least 1065 nucleotides, e.g., at least
1125 nucleotides or at least 1185 nucleotides of SEQ ID NO:
5.

In one aspect, the C4-dicarboxylic acid transporter is a
variant comprising a substitution, deletion, and/or insertion
of one or more (several) amino acids of SEQ ID NO: 6 or
the mature polypeptide sequence thereof, as described supra.
In one aspect, the C4-dicarboxylic acid transporter is a
variant comprising a substitution, deletion, and/or insertion
of one or more (several) amino acids of SEQ ID NO: 6. In
one aspect, the C4-dicarboxylic acid transporter is a variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of the mature polypeptide
sequence of SEQ ID NO: 6. In some aspects, the total
number of amino acid substitutions, deletions and/or inser-
tions of SEQ ID NO: 6 or the mature polypeptide sequence
thereof is not more than 10, e.g., not more than 1, 2, 3, 4, 5,
6,7, 8or9.

In another aspect, the C4-dicarboxylic acid transporter is
a fragment of SEQ ID NO: 6 or the mature polypeptide
sequence thereof, wherein the fragment has C4-dicarboxylic
acid transporter activity. In one aspect, the fragment contains
at least 355 amino acid residues, e.g., at least 375 amino acid
residues, or at least 395 amino acid residues of SEQ ID NO:
6.

The C4-dicarboxylic acid transporter may also be an
allelic variant or artificial variant of a C4-dicarboxylic acid
transporter.

The C4-dicarboxylic acid transporter can also include
fused polypeptides or cleavable fusion polypeptides, as
described supra.

Techniques used to isolate or clone a polynucleotide
encoding a C4-dicarboxylic acid transporter are described
supra.

The polynucleotide sequence of SEQ ID NO: 5 or a
subsequence thereof; as well as the amino acid sequence of
SEQ ID NO: 6 or a fragment thereof; may be used to design
nucleic acid probes to identify and clone DNA encoding
C4-dicarboxylic acid transporter from strains of different
genera or species, as described supra. Such probes are
encompassed by the present invention. A genomic DNA or
c¢DNA library prepared from such other organisms may be
screened for DNA that hybridizes with the probes described
above and encodes a C4-dicarboxylic acid transporter, as
described supra.

In one aspect, the nucleic acid probe is SEQ ID NO: 5. In
another aspect, the nucleic acid probe is the mature poly-
peptide sequence of SEQ ID NO: 5. In another aspect, the
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nucleic acid probe is a polynucleotide sequence that encodes
SEQ ID NO: 6, the mature polypeptide sequence thereof, or
a fragment of the foregoing.

For long probes of at least 100 nucleotides in length, very
low to very high stringency and washing conditions are
defined as described supra. For short probes of about 15
nucleotides to about 70 nucleotides in length, stringency and
washing conditions are defined as described supra.

The C4-dicarboxylic acid transporter may be obtained
from microorganisms of any genus. In one aspect, the
C4-dicarboxylic acid transporter may be a bacterial, a yeast,
or a filamentous fungal C4-dicarboxylic acid transporter
obtained from the microorganisms described herein. In
another aspect, the C4-dicarboxylic acid transporter is an
Aspergillus C4-dicarboxylic acid transporter, such as an
Aspergillus aculeatus C4-dicarboxylic acid transporter, e.g.,
the Aspergillus aculeatus C4-dicarboxylic acid transporter
of SEQ ID NO: 6.

Other C4-dicarboxylic acid transporter that can be used
with the host cells and methods of use described herein
include, but are not limited to, the Aspergillus flavus C4
dicarboxylic acid transporter (AFLA_107340), the Asper-
gillus oryzae C4-dicarboxylic acid transporter of SEQ ID
NO: 27 (encoded by the polynucleotide sequence of SEQ ID
NO: 26; see US 2011/0053233), the Aspergillus terreus
C4-dicarboxylic acid transporter of SEQ ID NO: 29 (en-
coded by the polynucleotide sequence of SEQ ID NO: 28;
see US 2011/0053233), the Schizosaccharomyces pombe
C4-dicarboxylic acid transporter of SEQ ID NO: 32 (en-
coded by the polynucleotide sequence of SEQ ID NO: 30 or
31; see US 2011/0053233), the Aspergillus aculeatus C4-di-
carboxylic acid transporter of SEQ ID NO: 34 (encoded by
the polynucleotide sequence of SEQ ID NO: 33; see U.S.
application Ser. No. 13/165,696, entitled “Polypeptides
Having C4-dicarboxylic acid Transporter Activity and Poly-
nucleotides Encoding Same” filed Jun. 21, 2011), the Asper-
gillus aculeatus C4-dicarboxylic acid transporter of SEQ ID
NO: 36 (encoded by the polynucleotide sequence of SEQ ID
NO: 35; see U.S. application Ser. No. 13/165,696, supra),
the Schizosaccharomyces japonicus C4-dicarboxylic acid
transporter of SEQ ID NO: 39 (encoded by the polynucle-
otide sequence of SEQ ID NO: 37 or 38; see PCT/US11/
38881, entitled “C4-dicarboxylic acid Production in Fila-
mentous Fungi” filed Jun. 2, 2011), the Aspergillus clavatus
C4-dicarboxylic acid transporter of SEQ ID NO: 41 (en-
coded by the polynucleotide sequence of SEQ ID NO: 40;
see U.S. application Ser. No. 13/165,719, entitled “Methods
for Improving C4-dicarboxylic acid Production in Filamen-
tous Fungi” filed Jun. 21, 2011), the Aspergillus fumigatus
C4-dicarboxylic acid transporter of SEQ ID NO: 43 (en-
coded by the polynucleotide sequence of SEQ ID NO: 42;
see U.S. application Ser. No. 13/165,719, supra), or any
aspect of the C4-dicarboxylic acid transporter described in
the respective reference therein. Any aspect described herein
related to sequence identity, hybridization, amino acid modi-
fications (e.g., substitutions, deletions, and/or insertions),
fragments or subsequences thereof is embraced for the
C4-dicarboxylic acid transporters above.

The invention embraces any aspect of sequence identity,
hybridization, variants and fragments described herein as
applied to the C4-dicarboxylic acid transporter polypeptide
sequences and polynucleotide sequences described above.
For example, in one aspect, the C4-dicarboxylic acid trans-
porter is (a) a C4-dicarboxylic acid transporter having at
least 60%, e.g., at least 65%, at least 70%, at least 75%, at
least 80%, at least 85%, at least 85%, at least 90%, at least
91%, at least 92%, at least 93%, at least 94%, at least 95%,
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at least 96%, at least 97%, at least 98%, at least 99%, or
100% sequence identity to SEQ ID NO: 27, 29, 32, 34, 36,
39, 41, or 43, or the mature polypeptide sequence thereof;
(b) a C4-dicarboxylic acid transporter encoded by a poly-
nucleotide that hybridizes under low stringency conditions,
e.g., medium stringency conditions, medium-high strin-
gency conditions, high stringency conditions, or very high
stringency conditions with (i) SEQ ID NO: 26, 28, 30, 31,
33, 35, 37, 38, 40, or 42, or the mature polypeptide coding
sequence thereof, (ii) the cDNA sequence of SEQ ID NO:
26, 28, 30, 31, 33, 35, 37, 38, 40, or 42, or the mature
polypeptide coding sequence thereof, or (iii) the full-length
complementary strand of the (i) or (ii); (¢) a C4-dicarboxylic
acid transporter encoded by a polynucleotide having at least
60%, e.g., at least 65%, at least 70%, at least 75%, at least
80%, at least 85%, at least 85%, at least 90%, at least 91%,
at least 92%, at least 93%, at least 94%, at least 95%, at least
96%, at least 97%, at least 98%, at least 99%, or 100%
sequence identity to (iv) SEQ ID NO: 26, 28, 30, 31, 33, 35,
37, 38, 40, or 42, or the mature polypeptide coding sequence
thereof, (v) the cDNA sequence of SEQ ID NO: 26, 28, 30,
31, 33, 35, 37, 38, 40, or 42, or the mature polypeptide
coding sequence thereof, or (vi) the full-length complemen-
tary strand of the (iv) or (v); (d) a C4-dicarboxylic acid
transporter variant comprising a substitution, deletion, and/
or insertion of one or more (several) amino acids of SEQ ID
NO: 27, 29, 32, 34, 36, 39, 41, or 43, or the mature
polypeptide sequence thereof; or () a fragment of a poly-
peptide of (a), (b), (c), or (d) that has C4-dicarboxylic acid
transporter activity.

The C4-dicarboxylic acid transporter may also be identi-
fied and obtained from other sources including microorgan-
isms isolated from nature (e.g., soil, composts, water, etc.) or
DNA samples obtained directly from natural materials (e.g.,
soil, composts, water, etc.) as described supra.

Malate Dehydrogenases and Polynucleotides Encoding
Malate Dehydrogenases

In some aspects of the recombinant host cells and meth-
ods of use thereof, the host cells have malate dehydrogenase
activity. In some aspects, the host cells comprise a heter-
ologous polynucleotide encoding a malate dehydrogenase.
The malate dehydrogenase can be any malate dehydroge-
nase that is suitable for practicing the invention. In one
aspect, the malate dehydrogenase is an enzyme that is
present in the cytosol of the host cell.

In one aspect of the recombinant host cells and methods
described herein, the malate dehydrogenase is (a) a malate
dehydrogenase having at least 60% sequence identity to
SEQ ID NO: 8 or the mature polypeptide sequence thereof;
(b) a malate dehydrogenase encoded by a polynucleotide
that hybridizes under low stringency conditions with (i) SEQ
ID NO: 7 or the mature polypeptide coding sequence
thereof, (ii) the cDNA sequence of SEQ ID NO: 7 or the
mature polypeptide coding sequence thereof, or (iii) the
full-length complementary strand of (i) or (ii); (c) a malate
dehydrogenase encoded by a polynucleotide having at least
60% sequence identity to (iv) SEQ ID NO: 7 or the mature
polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 7 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v); (d) a malate dehydrogenase variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 8 or the
mature polypeptide sequence thereof; and (e) a fragment of
a polypeptide of (a), (b), (c), or (d) that has malate dehy-
drogenase activity.
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In one aspect, the malate dehydrogenase comprises or
consists of an amino acid sequence having at least 60%, e.g.,
at least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, at least 91%, at least 92%, at least 93%,
at least 94%, at least 95%, at least 96%, at least 97%, at least
98%, or at least 99% sequence identity to SEQ ID NO: 8 or
the mature polypeptide sequence thereof. In one aspect, the
malate dehydrogenase comprises an amino acid sequence
that differs by no more than ten amino acids, e.g., by no more
than five amino acids, by no more than four amino acids, by
no more than three amino acids, by no more than two amino
acids, or by one amino acid from SEQ ID NO: 8 or the
mature polypeptide sequence thereof.

In one aspect, the malate dehydrogenase comprises or
consists of the amino acid sequence of SEQ ID NO: 8, the
mature polypeptide sequence of SEQ ID NO: 8, an allelic
variant thereof, or a fragment of the foregoing, having
malate dehydrogenase activity. In another aspect, the malate
dehydrogenase comprises or consists of the amino acid
sequence of SEQ ID NO: 8. In another aspect, the malate
dehydrogenase comprises or consists of the mature poly-
peptide sequence of SEQ ID NO: 8. In another aspect, the
malate dehydrogenase comprises or consists of amino acids
1 to 330 of SEQ ID NO: 8.

In one aspect, the malate dehydrogenase is encoded by a
polynucleotide that hybridizes under at least low stringency
conditions, e.g., medium stringency conditions, medium-
high stringency conditions, high stringency conditions, or
very high stringency conditions with (i) SEQ ID NO: 7 or
the mature polypeptide coding sequence thereof, (ii) the
c¢DNA sequence of SEQ ID NO: 7 or the mature polypeptide
coding sequence thereof, or (iii) the full-length complemen-
tary strand of (i) or (ii) (J. Sambrook, E. F. Fritsch, and T.
Maniatis, 1989, supra).

In one aspect, the malate dehydrogenase is encoded by a
polynucleotide having at least 65%, e.g., at least 70%, at
least 75%, at least 80%, at least 85%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to (iv) SEQ ID NO: 7 or the
mature polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 7 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v).

In one aspect, the malate dehydrogenase is encoded by
SEQ ID NO: 7, or the mature polypeptide coding sequence
thereof. In one aspect, the malate dehydrogenase is encoded
by SEQ ID NO: 7. In one aspect, the malate dehydrogenase
is encoded by the mature polypeptide coding sequence of
SEQ ID NO: 7. In one aspect, the malate dehydrogenase is
encoded by a subsequence of SEQ ID NO: 7, wherein the
subsequence encodes a polypeptide having malate dehydro-
genase activity. In one aspect, the subsequence contains at
least 885 nucleotides, e.g., at least 930 nucleotides or at least
975 nucleotides of SEQ ID NO: 7.

In one aspect, the malate dehydrogenase is a variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 8, or the
mature polypeptide sequence thereof, as described supra. In
one aspect, the malate dehydrogenase is a variant compris-
ing a substitution, deletion, and/or insertion of one or more
(several) amino acids of SEQ ID NO: 8. In one aspect, the
malate dehydrogenase is a variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of the mature polypeptide sequence of SEQ ID NO: 8.
In some aspects, the total number of amino acid substitu-
tions, deletions and/or insertions of the mature polypeptide
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sequence of SEQ ID NO: 8 or the mature polypeptide
sequence thereof is not more than 10, e.g., not more than 1,
2,3,4,5,6,7,8or9.

In another aspect, the malate dehydrogenase is a fragment
of SEQ ID NO: 8, or the mature polypeptide sequence
thereof, wherein the fragment has malate dehydrogenase
activity. In one aspect, the fragment contains at least 295
amino acid residues, e.g., at least 310 amino acid residues,
or at least 325 amino acid residues of SEQ ID NO: 8.

The malate dehydrogenase may also be an allelic variant
or artificial variant of a malate dehydrogenase.

The malate dehydrogenase can also include fused poly-
peptides or cleavable fusion polypeptides, as described
supra.

Techniques used to isolate or clone a polynucleotide
encoding a malate dehydrogenase are described supra.

The polynucleotide of SEQ ID NO: 7; or a subsequence
thereof; as well as the amino acid sequence of SEQ ID NO:
8; or a fragment thereof; may be used to design nucleic acid
probes to identify and clone DNA encoding malate dehy-
drogenases from strains of different genera or species, as
described supra. Such probes are encompassed by the pres-
ent invention. A genomic DNA or cDNA library prepared
from such other organisms may be screened for DNA that
hybridizes with the probes described above and encodes an
malate dehydrogenase, as described supra.

In one aspect, the nucleic acid probe is SEQ ID NO: 7. In
another aspect, the nucleic acid probe is the mature poly-
peptide coding sequence of SEQ ID NO: 7. In another
aspect, the nucleic acid probe is a polynucleotide sequence
that encodes SEQ ID NO: 8, the mature polypeptide
sequence thereof, or a fragment of the foregoing.

For long probes of at least 100 nucleotides in length, very
low to very high stringency and washing conditions are
defined as described supra. For short probes of about 15
nucleotides to about 70 nucleotides in length, stringency and
washing conditions are defined as described supra.

The malate dehydrogenase may be obtained from micro-
organisms of any genus. In one aspect, the malate dehydro-
genase may be a bacterial, a yeast, or a filamentous fungal
malate dehydrogenase obtained from the microorganisms
described herein. In another aspect, the malate dehydroge-
nase is an Aspergillus oryzae malate dehydrogenase, e.g., the
Aspergillus oryzae malate dehydrogenase of SEQ ID NO: 8.

Other malate dehydrogenases that can be used to practice
the present invention include, but are not limited to, a
Aspergillus nidulans malate dehydrogenase (AN6717.1;
SIMS et al., 2004, Mycol. Res. 108: 853-857); Aspergillus
niger malate dehydrogenase (An16g00120; Pel et al., 2007,
Nature Biotechnology 25: 221-231); Phytophthora infestans
malate dehydrogenase (PITG 13614.1; Calcagno et al.,
2009, Mycological Research 113: 771-781); Saccharomyces
cerevisiae malate dehydrogenase (YKLO85W; McAlister-
Henn and Thompson, 1987, J Bacteriol. 169: 5157-5166);
Talaromyces emersonii malate dehydrogenase (AF439996,
AF487682; Maloney et al., 2004, Eur J. Biochem. 271:
3115-3126); and Ustilago maydis malate dehydrogenase
(um00403, um11161; McCann and Snetselaar, 2008, Fungal
Genetics and Biology 45: S77-S87), the Aspergillus oryzae
malate dehydrogenase of SEQ ID NO: 45 (encoded by the
polynucleotide sequence of SEQ ID NO: 44; see U.S.
application Ser. No. 12/870,523, entitled “Methods for
Improving Malic Acid Production in Filamentous Fungi”
filed Aug. 27, 2010), or any aspect of the malate dehydro-
genase described in the respective reference therein. Any
aspect described herein related to sequence identity, hybrid-
ization, amino acid modifications (e.g., substitutions, dele-
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tions, and/or insertions), fragments or subsequences thereof
is embraced for the malate dehydrogenases above.

The invention embraces any aspect of sequence identity,
hybridization, variants and fragments described herein as
applied to the malate dehydrogenase polypeptide sequences
and polynucleotide sequences described above. For
example, in one aspect, the malate dehydrogenase is (a) a
malate dehydrogenase having at least 60%, e.g., at least
65%, at least 70%, at least 75%, at least 80%, at least 85%,
at least 85%, at least 90%, at least 91%, at least 92%, at least
93%, at least 94%, at least 95%, at least 96%, at least 97%,
at least 98%, at least 99%, or 100% sequence identity to
SEQ ID NO: 45, or the mature polypeptide sequence
thereof; (b) a malate dehydrogenase encoded by a poly-
nucleotide that hybridizes under low stringency conditions,
e.g., medium stringency conditions, medium-high strin-
gency conditions, high stringency conditions, or very high
stringency conditions with (1) SEQ ID NO: 44 or the mature
polypeptide coding sequence thereof, (ii) the cDNA
sequence of SEQ ID NO: 44 or the mature polypeptide
coding sequence thereof, or (iii) the full-length complemen-
tary strand of the (i) or (ii); (c¢) a malate dehydrogenase
encoded by a polynucleotide having at least 60%, e.g., at
least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 85%, at least 90%, at least 91%, at least 92%,
at least 93%, at least 94%, at least 95%, at least 96%, at least
97%, at least 98%, at least 99%, or 100% sequence identity
to (iv) SEQ ID NO: 44 or the mature polypeptide coding
sequence thereof, (v) the cDNA sequence of SEQ ID NO: 44
or the mature polypeptide coding sequence thereof, or (vi)
the full-length complementary strand of the (iv) or (v); (d)
a malate dehydrogenase variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of SEQ ID NO: 45 or the mature polypeptide sequence
thereof; or (e) a fragment of a polypeptide of (a), (b), (c), or
(d) that has malate dehydrogenase activity.

The malate dehydrogenase may also be identified and
obtained from other sources including microorganisms iso-
lated from nature (e.g., soil, composts, water, etc.) or DNA
samples obtained directly from natural materials (e.g., soil,
composts, water, etc.) as described supra.

Pyruvate Carboxylases and Polynucleotides Encoding Pyru-
vate Carboxylases

In some aspects of the recombinant host cells and meth-
ods of use thereof, the host cells have pyruvate carboxylase
activity. In some aspects, the host cells comprise a heter-
ologous polynucleotide encoding a pyruvate carboxylase.
The pyruvate carboxylase can be any pyruvate carboxylase
that is suitable for practicing the invention. In one aspect, the
pyruvate carboxylase is an enzyme that is present in the
cytosol of the host cell.

In one aspect of the recombinant host cells and methods
described herein, the pyruvate carboxylase is (a) a pyruvate
carboxylase having at least 60% sequence identity to SEQ
ID NO: 10 or the mature polypeptide sequence thereof; (b)
a pyruvate carboxylase encoded by a polynucleotide that
hybridizes under low stringency conditions with (i) SEQ ID
NO: 9 or the mature polypeptide coding sequence thereof,
(i1) the cDNA sequence of SEQ ID NO: 9 or the mature
polypeptide coding sequence thereof, or (iii) the full-length
complementary strand of (i) or (ii); (¢) a pyruvate carboxy-
lase encoded by a polynucleotide having at least 60%
sequence identity to (iv) SEQ ID NO: 9 or the mature
polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 9 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v); (d) a pyruvate carboxylase variant
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comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 10 or the
mature polypeptide sequence thereof; and (e) a fragment of
a polypeptide of (a), (b), (c), or (d) that has pyruvate
carboxylase activity.

In one aspect, the pyruvate carboxylase comprises or
consists of an amino acid sequence having at least 60%, e.g.,
at least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, at least 91%, at least 92%, at least 93%,
at least 94%, at least 95%, at least 96%, at least 97%, at least
98%, or at least 99% sequence identity to SEQ ID NO: 10,
or the mature polypeptide sequence thereof. In one aspect,
the pyruvate carboxylase comprises an amino acid sequence
that differs by no more than ten amino acids, e.g., by no more
than five amino acids, by no more than four amino acids, by
no more than three amino acids, by no more than two amino
acids, or by one amino acid from SEQ ID NO: 10 or the
mature polypeptide sequence thereof.

In one aspect, the pyruvate carboxylase comprises or
consists of the amino acid sequence of SEQ ID NO: 10, the
mature polypeptide sequence of SEQ ID NO: 10, an allelic
variant thereof, or a fragment of the foregoing, having
pyruvate carboxylase activity. In another aspect, the pyru-
vate carboxylase comprises or consists of the amino acid
sequence of SEQ ID NO: 10. In another aspect, the pyruvate
carboxylase comprises or consists of the mature polypeptide
sequence of SEQ ID NO: 10. In another aspect, the pyruvate
carboxylase comprises or consists of amino acids 1 to 1193
of SEQ ID NO: 10.

In one aspect, the pyruvate carboxylase is encoded by a
polynucleotide that hybridizes under at least low stringency
conditions, e.g., medium stringency conditions, medium-
high stringency conditions, high stringency conditions, or
very high stringency conditions with (i) SEQ ID NO: 9 or
the mature polypeptide coding sequence thereof, (ii) the
c¢DNA sequence of SEQ ID NO: 9 or the mature polypeptide
coding sequence thereof, or (iii) the full-length complemen-
tary strand of (i) or (ii) (J. Sambrook, E. F. Fritsch, and T.
Maniatis, 1989, supra).

In one aspect, the pyruvate carboxylase is encoded by a
polynucleotide having at least 65%, e.g., at least 70%, at
least 75%, at least 80%, at least 85%, at least 85%, at least
90%, at least 91%, at least 92%, at least 93%, at least 94%,
at least 95%, at least 96%, at least 97%, at least 98%, at least
99%, or 100% sequence identity to (iv) SEQ ID NO: 9 or the
mature polypeptide coding sequence thereof, (v) the cDNA
sequence of SEQ ID NO: 9 or the mature polypeptide coding
sequence thereof; or (vi) the full-length complementary
strand of (iv) or (v).

In one aspect, the pyruvate carboxylase is encoded by
SEQ ID NO: 9 or the mature polypeptide coding sequence
thereof. In one aspect, the pyruvate carboxylase is encoded
by SEQ ID NO: 9. In one aspect, the pyruvate carboxylase
is encoded by the mature polypeptide coding sequence of
SEQ ID NO: 9. In one aspect, the pyruvate carboxylase is
encoded by a subsequence of SEQ ID NO: 9, wherein the
subsequence encodes a polypeptide having pyruvate car-
boxylase activity. In one aspect, the subsequence contains at
least 3060 nucleotides, e.g., at least 3240 nucleotides or at
least 3420 nucleotides of SEQ ID NO: 9.

In one aspect, the pyruvate carboxylase is a variant
comprising a substitution, deletion, and/or insertion of one
or more (several) amino acids of SEQ ID NO: 10, or the
mature polypeptide sequence thereof, as described supra. In
one aspect, the pyruvate carboxylase is a variant comprising
a substitution, deletion, and/or insertion of one or more
(several) amino acids of SEQ ID NO: 10. In one aspect, the
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pyruvate carboxylase is a variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of the mature polypeptide sequence of SEQ ID NO:
10. In some aspects, the total number of amino acid substi-
tutions, deletions and/or insertions of SEQ ID NO: 10 or the
mature polypeptide sequence thereof is not more than 10,
e.g., not more than 1, 2,3, 4,5, 6,7, 8 or 9.

In another aspect, the pyruvate carboxylase is a fragment
of SEQ ID NO: 10, or the mature polypeptide sequence
thereof, wherein the fragment has pyruvate carboxylase
activity. In one aspect, the fragment contains at least 1020
amino acid residues, e.g., at least 1080 amino acid residues,
or at least 1140 amino acid residues of SEQ ID NO: 10.

The pyruvate carboxylase may also be an allelic variant or
artificial variant of a pyruvate carboxylase.

The pyruvate carboxylase can also include fused poly-
peptides or cleavable fusion polypeptides, as described
supra.

The pyruvate carboxylase can also be a variant of a
mitochondrial pyruvate carboxylase, such that in vivo
importation into the mitochondria is reduced thereby
increasing the level of the pyruvate carboxylase variant in
the cytosol.

Techniques used to isolate or clone a polynucleotide
encoding a pyruvate carboxylase are described supra.

The polynucleotide of SEQ ID NO: 9 or a subsequence
thereof, as well as the amino acid sequence of SEQ ID NO:
10 or a fragment thereof, may be used to design nucleic acid
probes to identify and clone DNA encoding pyruvate car-
boxylases from strains of different genera or species, as
described supra. Such probes are encompassed by the pres-
ent invention. A genomic DNA or cDNA library prepared
from such other organisms may be screened for DNA that
hybridizes with the probes described above and encodes a
pyruvate carboxylase, as described supra.

In one aspect, the nucleic acid probe is SEQ ID NO: 9. In
another aspect, the nucleic acid probe is the mature poly-
peptide coding sequence of SEQ ID NO: 9. In another
aspect, the nucleic acid probe is a polynucleotide sequence
that encodes SEQ ID NO: 10, the mature polypeptide
sequence thereof, or a fragment of the foregoing.

For long probes of at least 100 nucleotides in length, very
low to very high stringency and washing conditions are
defined as described supra. For short probes of about 15
nucleotides to about 70 nucleotides in length, stringency and
washing conditions are defined as described supra.

The pyruvate carboxylase may be obtained from micro-
organisms of any genus. In one aspect, the pyruvate car-
boxylase may be a bacterial, a yeast, or a filamentous fungal
pyruvate carboxylase obtained from the microorganisms
described herein. In another aspect, the pyruvate carboxy-
lase is an Aspergillus oryzae pyruvate carboxylase, e.g., the
Aspergillus oryzae pyruvate carboxylase of SEQ ID NO: 10.

Other pyruvate carboxylases that can be used to practice
the present invention include, but are not limited to, a
Aspergillus  clavatus NRRL 1 pyruvate carboxylase
(XP_001271664; Direct Submission, Submitted (26 Oct.
2006), The Institute for Genomic Research, 9712 Medical
Center Drive, Rockville, Md. 20850, USA); Aspergillus
fumigatus Af293 pyruvate carboxylase (XP_752054; Nier-
man et al, 2005, Nature 438: 1151-1156); Aspergillus
nidulans FGSC A4 pyruvate carboxylase (XP_662066;
Galagan et al., 2005, Nature 438: 1105-1115); Aspergillus
niger pyruvate carboxylase (Anl15g02820; Pel et al., 2007,
Nature Biotechnology 25: 221-231; ASPNG 5061; Panne-
man et al., Submitted (July 1998) to the EMBL/GenBank/
DDBI databases); Aspergillus terreus pyruvate carboxylase
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(093918; Direct Submission, Submitted (October 1998) The
Institute for Genomic Research, 9712 Medical Center Drive,
Rockville, Md. 20850, USA); Magnaporthe grisea 70-15
pyruvate carboxylase (XP_367852; Direct Submission, Sub-
mitted (26 Sep. 2005) Broad Institute of MIT and Harvard,
320 Charles Street, Cambridge, Mass. 02142, USA); Neu-
rospora crassa OR74A pyruvate carboxylase (XP_965636;
Galagan et al., 2003, Nature 422: 859-868); Rhizopus oryz-
aepyruvate carboxylase (RO3G_06931.1); Saccharomyces
cerevisiae pyruvate carboxylase (NP_009777; Gaffeau et al.,
1996, Science 274: 546-547); Schizosaccharomyces pombe
pyruvate carboxylase (NP_595900; Direct Submission, Sub-
mitted (29 Jun. 2007) European Schizosaccharomyces
genome sequencing project, Sanger Institute, The Wellcome
Trust Genome Campus, Hinxton, Cambridge CB10 1SA);
and Ustilago maydis pyruvate carboxylase (um01054;
McCann and Snetselaar, 2008, Fungal Genetics and Biology
45: S77-S87). Any aspect described herein related to
sequence identity, hybridization, amino acid modifications
(e.g., substitutions, deletions, and/or insertions), fragments
or subsequences thereof is embraced for the pyruvate car-
boxylases above.

The pyruvate carboxylase may also be identified and
obtained from other sources including microorganisms iso-
lated from nature (e.g., soil, composts, water, etc.) or DNA
samples obtained directly from natural materials (e.g., soil,
composts, water, etc.) as described supra.

Nucleic Acid Constructs

The present invention also relates to recombinant host
cells and methods utilizing nucleic acid constructs compris-
ing a heterologous polynucleotide encoding a bicarbonate
transporter (and/or encoding a C4-dicarboxylic acid trans-
porter, a malate dehydrogenase, or a pyruvate carboxylase)
linked to one or more (several) control sequences that direct
expression in a suitable host cell under conditions compat-
ible with the control sequence(s). Such nucleic acid con-
structs may be used in any of the host cells and methods
describe herein. The polynucleotides described herein may
be manipulated in a variety of ways to provide for expres-
sion of a desired polypeptide. Manipulation of the poly-
nucleotide prior to its insertion into a vector may be desir-
able or necessary depending on the expression vector. The
techniques for modifying polynucleotides utilizing recom-
binant DNA methods are well known in the art.

The control sequence may be a promoter sequence, a
polynucleotide that is recognized by a host cell for expres-
sion of a polynucleotide encoding any polypeptide described
herein (e.g., a bicarbonate transporter, a C4-dicarboxylic
acid transpoter, a malate decarboxylase, or a pyruvate car-
boxlase). The promoter sequence contains transcriptional
control sequences that mediate the expression of the poly-
peptide. The promoter may be any polynucleotide that
shows transcriptional activity in the host cell of choice
including mutant, truncated, and hybrid promoters, and may
be obtained from genes encoding extracellular or intracel-
Iular polypeptides either homologous or heterologous to the
host cell.

Each polynucleotide described herein may be operably
linked to a promoter that is foreign to the polynucleotide.
For example, in one aspect, the heterologous polynucleotide
encoding a bicarbonate transporter is operably linked to a
promoter that is foreign to the polynucleotide. In another
aspect, the heterologous polynucleotide encoding C4-dicar-
boxylic acid is operably linked to promoter foreign to the
polynucleotide. In another aspect, the heterologous poly-
nucleotide encoding a malate dehydrogenase is operably
linked to promoter foreign to the polynucleotide. In another
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aspect, the heterologous polynucleotide encoding a pyruvate
carboxylase is operably linked to promoter foreign to the
polynucleotide.

Examples of suitable promoters for directing the tran-
scription of the nucleic acid constructs of the present inven-
tion in a bacterial host cell are the promoters obtained from
the Bacillus amyloliquefaciens alpha-amylase gene (amyQ),
Bacillus licheniformis alpha-amylase gene (amyL.), Bacillus
licheniformis penicillinase gene (penP), Bacillus stearother-
mophilus maltogenic amylase gene (amyM), Bacillus sub-
tilis levansucrase gene (sacB), Bacillus subtilis xylA and
xylB genes, E. coli lac operon, E. coli trc promoter (Egon et
al., 1988, Gene 69: 301-315), Streptomyces coelicolor aga-
rase gene (dagA), and prokaryotic beta-lactamase gene
(VIlla-Kamaroft et al., 1978, Proc. Natl. Acad. Sci. USA 75:
3727-3731), as well as the tac promoter (DeBoer et al., 1983,
Proc. Natl. Acad. Sci. USA 80: 21-25). Further promoters are
described in “Useful proteins from recombinant bacteria” in
Gilbert et al., 1980, Scientific American, 242: 74-94; and in
Sambrook et al., 1989, supra.

Examples of suitable promoters for directing the tran-
scription of the nucleic acid constructs of the present inven-
tion in a filamentous fungal host cell are promoters obtained
from the genes for Aspergillus nidulans acetamidase, Asper-
gillus niger neutral alpha-amylase, Aspergillus niger acid
stable alpha-amylase, Aspergillus niger or Aspergillus
awamori glucoamylase (glaA), Aspergillus oryzae TAKA
amylase, Aspergillus oryzae alkaline protease, Aspergillus
oryzae triose phosphate isomerase, Fusarium oxysporum
trypsin-like protease (WO 96/00787), Fusarium venenatum
amyloglucosidase (WO 00/56900), Fusarium venenatum
Daria (WO 00/56900), Fusarium venenatum Quinn (WO
00/56900), Rhizomucor miehei lipase, Rhizomucor miehei
aspartic proteinase, Trichoderma reesei beta-glucosidase,
Trichoderma reesei cellobiohydrolase 1, Trichoderma reesei
cellobiohydrolase 1I, Trichoderma reesei endoglucanase I,
Trichoderma reesei endoglucanase 11, Trichoderma reesei
endoglucanase 11I, Trichoderma reesei endoglucanase 1V,
Trichoderma reesei endoglucanase V, Trichoderma reesei
xylanase 1, Trichoderma reesei xylanase 11, Trichoderma
reesei beta-xylosidase, as well as the NA2-tpi promoter (a
modified promoter from a gene encoding a neutral alpha-
amylase in Aspergilli in which the untranslated leader has
been replaced by an untranslated leader from a gene encod-
ing triose phosphate isomerase in Aspergilli; non-limiting
examples include modified promoters from the gene encod-
ing neutral alpha-amylase in Aspergillus niger in which the
untranslated leader has been replaced by an untranslated
leader from the gene encoding triose phosphate isomerase in
Aspergillus nidulans or Aspergillus oryzae); and mutant,
truncated, and hybrid promoters thereof.

In a yeast host, useful promoters are obtained from the
genes for Saccharomyces cerevisiae enolase (ENO-1), Sac-
charomyces cerevisiae galactokinase (GAL1), Saccharomy-
ces cerevisiae alcohol dehydrogenase/glyceraldehyde-3-
phosphate ~ dehydrogenase ~ (ADH1,  ADH2/GAP),
Saccharomyces cerevisiae triose phosphate isomerase (TPI),
Saccharomyces cerevisiae metallothionein (CUP1), and
Saccharomyces cerevisiae 3-phosphoglycerate kinase. Other
useful promoters for yeast host cells are described by
Romanos et al., 1992, Yeast 8: 423-488.

The control sequence may also be a suitable transcription
terminator sequence, which is recognized by a host cell to
terminate transcription. The terminator sequence is operably
linked to the 3'-terminus of the polynucleotide encoding the
polypeptide. Any terminator that is functional in the host cell
of choice may be used in the present invention.
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Preferred terminators for filamentous fungal host cells are
obtained from the genes for Aspergillus nidulans anthra-
nilate synthase, Aspergillus niger glucoamylase, Aspergillus
niger alpha-glucosidase, Aspergillus oryzae TAKA amylase,
and Fusarium oxysporum trypsin-like protease.

Preferred terminators for yeast host cells are obtained
from the genes for Saccharomyces cerevisiae enolase, Sac-
charomyces cerevisiae cytochrome C (CYC1), and Saccha-
romyces cerevisiae glyceraldehyde-3-phosphate dehydroge-
nase (gpd). Other useful terminators for yeast host cells are
described by Romanos et al., 1992, supra.

The control sequence may also be a suitable leader
sequence, when transcribed is a nontranslated region of an
mRNA that is important for translation by the host cell. The
leader sequence is operably linked to the 5'-terminus of the
polynucleotide encoding the polypeptide. Any leader
sequence that is functional in the host cell of choice may be
used.

Preferred leaders for filamentous fungal host cells are
obtained from the genes for Aspergillus oryzae TAKA
amylase and Aspergillus nidulans triose phosphate
isomerase.

Suitable leaders for yeast host cells are obtained from the
genes for Saccharomyces cerevisiae enolase (ENO-1), Sac-
charomyces cerevisiae 3-phosphoglycerate kinase, Saccha-
romyces cerevisiae alpha-factor, and Saccharomyces cerevi-
siae alcohol dehydrogenase/glyceraldehyde-3-phosphate
dehydrogenase (ADH2/GAP).

The control sequence may also be a polyadenylation
sequence; a sequence operably linked to the 3'-terminus of
the polynucleotide and, when transcribed, is recognized by
the host cell as a signal to add polyadenosine residues to
transcribed mRNA. Any polyadenylation sequence that is
functional in the host cell of choice may be used.

Preferred polyadenylation sequences for filamentous fun-
gal host cells are obtained from the genes for Aspergillus
oryzae TAKA amylase, Aspergillus niger glucoamylase,
Aspergillus  nidulans anthranilate synthase, Fusarium
oxysporum trypsin-like protease, and Aspergillus niger
alpha-glucosidase.

Useful polyadenylation sequences for yeast host cells are
described by Guo and Sherman, 1995, Mol. Cellular Biol.
15: 5983-5990.

The control sequence may also be a signal peptide coding
region that encodes a signal peptide linked to the N-terminus
of a polypeptide and directs the polypeptide into the cell’s
secretory pathway. The 5'-end of the coding sequence of the
polynucleotide may inherently contain a signal peptide
coding sequence naturally linked in translation reading
frame with the segment of the coding sequence that encodes
the polypeptide. Alternatively, the 5'-end of the coding
sequence may contain a signal peptide coding sequence that
is foreign to the coding sequence. The foreign signal peptide
coding sequence may be required where the coding
sequence does not naturally contain a signal peptide coding
sequence. Alternatively, the foreign signal peptide coding
sequence may simply replace the natural signal peptide
coding sequence in order to enhance secretion of the poly-
peptide. However, any signal peptide coding sequence that
directs the expressed polypeptide into the secretory pathway
of a host cell of choice may be used.

Effective signal peptide coding sequences for bacterial
host cells are the signal peptide coding sequences obtained
from the genes for Bacillus NCIB 11837 maltogenic amy-
lase, Bacillus licheniformis subtilisin, Bacillus licheniformis
beta-lactamase, Bacillus stearothermophilus alpha-amylase,
Bacillus stearothermophilus neutral proteases (nprT, nprS,
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nprM), and Bacillus subtilis prsA. Further signal peptides
are described by Simonen and Palva, 1993, Microbiological
Reviews 57: 109-137.

Effective signal peptide coding sequences for filamentous
fungal host cells are the signal peptide coding sequences
obtained from the genes for Aspergillus niger neutral amy-
lase, Aspergillus niger glucoamylase, Aspergillus oryzae
TAKA amylase, Humicola insolens cellulase, Humicola
insolens endoglucanase V, Humicola lanuginosa lipase, and
Rhizomucor miehei aspartic proteinase.

Useful signal peptides for yeast host cells are obtained
from the genes for Saccharomyces cerevisiae alpha-factor
and Saccharomyces cerevisiae invertase. Other useful signal
peptide coding sequences are described by Romanos et al.,
1992, supra.

The control sequence may also be a propeptide coding
sequence that encodes a propeptide positioned at the N-ter-
minus of a polypeptide. The resultant polypeptide is known
as a proenzyme or propolypeptide (or a zymogen in some
cases). A propolypeptide is generally inactive and can be
converted to an active polypeptide by catalytic or autocata-
Iytic cleavage of the propeptide from the propolypeptide.
The propeptide coding sequence may be obtained from the
genes for Bacillus subtilis alkaline protease (aprE), Bacillus
subtilis neutral protease (nprl), Myceliophthora thermo-
phila laccase (WO 95/33836), Rhizomucor miehei aspartic
proteinase, and Saccharomyces cerevisiae alpha-factor.

Where both signal peptide and propeptide sequences are
present at the N-terminus of a polypeptide, the propeptide
sequence is positioned next to the N-terminus of a polypep-
tide and the signal peptide sequence is positioned next to the
N-terminus of the propeptide sequence.

It may also be desirable to add regulatory sequences that
allow the regulation of the expression of the polypeptide
relative to the growth of the host cell. Examples of regula-
tory systems are those that cause the expression of the gene
to be turned on or off in response to a chemical or physical
stimulus, including the presence of a regulatory compound.
Regulatory systems in prokaryotic systems include the lac,
tac, and trp operator systems. In yeast, the ADH2 system or
GALI system may be used. In filamentous fungi, the Asper-
gillus miger glucoamylase promoter, Aspergillus oryzae
TAKA alpha-amylase promoter, and Aspergillus oryzae glu-
coamylase promoter may be used. Other examples of regu-
latory sequences are those that allow for gene amplification.
In eukaryotic systems, these regulatory sequences include
the dihydrofolate reductase gene that is amplified in the
presence of methotrexate, and the metallothionein genes that
are amplified with heavy metals. In these cases, the poly-
nucleotide encoding the polypeptide would be operably
linked with the regulatory sequence.

Expression Vectors

The present invention also relates to recombinant host
cells and methods utilizing recombinant expression vectors
comprising a heterologous polynucleotide encoding a bicar-
bonate transporter (and/or encoding a C4-dicarboxylic acid
transporter, a malate dehydrogenase, or a pyruvate carboxy-
lase); as well as a promoter; and transcriptional and trans-
lational stop signals. Such recombinant expression vectors
may be used in any of the host cells and methods described
herein. The various nucleotide and control sequences may be
joined together to produce a recombinant expression vector
that may include one or more (several) convenient restric-
tion sites to allow for insertion or substitution of the poly-
nucleotide encoding the polypeptide at such sites. Alterna-
tively, the polynucleotide(s) may be expressed by inserting
the polynucleotide(s) or a nucleic acid construct comprising
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the sequence into an appropriate vector for expression. In
creating the expression vector, the coding sequence is
located in the vector so that the coding sequence is operably
linked with the appropriate control sequences for expres-
sion.

The recombinant expression vector may be any vector
(e.g., a plasmid or virus) that can be conveniently subjected
to recombinant DNA procedures and can bring about expres-
sion of the polynucleotide. The choice of the vector will
typically depend on the compatibility of the vector with the
host cell into which the vector is to be introduced. The vector
may be a linear or closed circular plasmid.

In one aspect, each polynucleotide encoding a bicarbonate
transporter, a C4-dicarboxylic acid transporter, a malate
dehydrogenase, and/or a pyruvate carboxylase described
herein is contained on an independent vector. In one aspect,
at least two of the polynucleotides are contained on a single
vector. In one aspect, at least three of the polynucleotides are
contained on a single vector. In one aspect, all the poly-
nucleotides encoding the bicarbonate transporter, the C4-di-
carboxylic acid transporter, the malate dehydrogenase, and
the pyruvate carboxylase are contained on a single vector.

The vector may be an autonomously replicating vector,
i.e., a vector that exists as an extrachromosomal entity, the
replication of which is independent of chromosomal repli-
cation, e.g., a plasmid, an extrachromosomal element, a
minichromosome, or an artificial chromosome. The vector
may contain any means for assuring self-replication. Alter-
natively, the vector may be one that, when introduced into
the host cell, is integrated into the genome and replicated
together with the chromosome(s) into which it has been
integrated. Furthermore, a single vector or plasmid or two or
more vectors or plasmids that together contain the total
DNA to be introduced into the genome of the host cell, or a
transposon, may be used.

The vector preferably contains one or more (several)
selectable markers that permit easy selection of transformed,
transfected, transduced, or the like cells. A selectable marker
is a gene the product of which provides for biocide or viral
resistance, resistance to heavy metals, prototrophy to auxo-
trophs, and the like.

Examples of bacterial selectable markers are the dal genes
from Bacillus subtilis or Bacillus licheniformis, or markers
that confer antibiotic resistance such as ampicillin, chloram-
phenicol, kanamycin, or tetracycline resistance. Suitable
markers for yeast host cells are ADE2, HIS3, LEU2, LYS2,
MET3, TRP1, and URA3. Selectable markers for use in a
filamentous fungal host cell include, but are not limited to,
amdS (acetamidase), argB (ornithine carbamoyltransferase),
bar (phosphinothricin acetyltransferase), hph (hygromycin
phosphotransferase), niaD (nitrate reductase), pyrG (oroti-
dine-5'-phosphate decarboxylase), sC (sulfate adenyltrans-
ferase), and trpC (anthranilate synthase), as well as equiva-
lents thereof. Preferred for use in an Aspergillus cell are the
amdS and pyrG genes of Aspergillus nidulans or Aspergillus
oryzae and the bar gene of Streptomyces hygroscopicus.

The vector preferably contains an element(s) that permits
integration of the vector into the host cell’s genome or
autonomous replication of the vector in the cell independent
of the genome.

For integration into the host cell genome, the vector may
rely on the polynucleotide’s sequence encoding the poly-
peptide or any other element of the vector for integration
into the genome by homologous or non-homologous recom-
bination. Alternatively, the vector may contain additional
polynucleotides for directing integration by homologous
recombination into the genome of the host cell at a precise
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location(s) in the chromosome(s). To increase the likelihood
of integration at a precise location, the integrational ele-
ments should contain a sufficient number of nucleic acids,
such as 100 to 10,000 base pairs, 400 to 10,000 base pairs,
and 800 to 10,000 base pairs, which have a high degree of
sequence identity to the corresponding target sequence to
enhance the probability of homologous recombination. The
integrational elements may be any sequence that is homolo-
gous with the target sequence in the genome of the host cell.
Furthermore, the integrational elements may be non-encod-
ing or encoding polynucleotides. On the other hand, the
vector may be integrated into the genome of the host cell by
non-homologous recombination.

For autonomous replication, the vector may further com-
prise an origin of replication enabling the vector to replicate
autonomously in the host cell in question. The origin of
replication may be any plasmid replicator mediating autono-
mous replication that functions in a cell. The term “origin of
replication” or “plasmid replicator” means a polynucleotide
that enables a plasmid or vector to replicate in vivo.

Examples of bacterial origins of replication are the origins
of replication of plasmids pBR322, pUC19, pACYC177,
and pACYC184 permitting replication in E. coli, and
pUB110, pE194, pTA1060, and pAMp1 permitting replica-
tion in Bacillus.

Examples of origins of replication for use in a yeast host
cell are the 2 micron origin of replication, ARS1, ARS4, the
combination of ARS1 and CEN3, and the combination of
ARS4 and CENG6.

Examples of origins of replication useful in a filamentous
fungal cell are AMA1 and ANS1 (Gems et al., 1991, Gene
98: 61-67; Cullen et al., 1987, Nucleic Acids Res. 15:
9163-9175; WO 00/24883). Isolation of the AMA1 gene and
construction of plasmids or vectors comprising the gene can
be accomplished according to the methods disclosed in WO
00/24883.

More than one copy of a polynucleotide described herein
may be inserted into a host cell to increase production of a
polypeptide. An increase in the copy number of the poly-
nucleotide can be obtained by integrating at least one
additional copy of the sequence into the host cell genome or
by including an amplifiable selectable marker gene with the
polynucleotide where cells containing amplified copies of
the selectable marker gene, and thereby additional copies of
the polynucleotide, can be selected for by cultivating the
cells in the presence of the appropriate selectable agent.

The procedures used to ligate the elements described
above to construct the recombinant expression vectors of the
present invention are well known to one skilled in the art
(see, e.g., Sambrook et al., 1989, supra).

Host Cells

As described herein, the present invention relates to, inter
alia, recombinant host cells comprising one or more (sev-
eral) polynucleotide(s) described herein which may be oper-
ably linked to one or more (several) control sequences that
direct the expression of one or more (several) of the
described polypeptides for the recombinant production of a
C4-dicarboxylic acid. The invention also embraces methods
of using such host cells for the production of a C4-dicar-
boxylic acid. The host cell may comprise any one or
combination of a plurality of the polynucleotides described.
For example, in one aspect, the recombinant host cell
comprises a heterologous polynucleotide encoding a bicar-
bonate transporter; and optionally comprises a heterologous
polynucleotide encoding a C4-dicarboxylic acid transporter,
a heterologous polynucleotide encoding a malate dehydro-
genase, and/or a heterologous polynucleotide encoding
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pyruvate decarboxylase; wherein the host cell produces (or
is capable of producing) a greater amount of a C4-dicar-
boxylic acid compared to the host cell without the heterolo-
gous polynucleotide encoding the bicarbonate transporter
when cultivated under the same conditions.

In one aspect, the recombinant host cell comprises:

(1) a heterologous polynucleotide encoding a bicarbonate
transporter, such as as a C4 bicarbonate transporter selected
from: (a) a bicarbonate transporter having at least 60%
sequence identity to SEQ ID NO: 2 or 4, or the mature
polypeptide sequence thereof; (b) a bicarbonate transporter
encoded by a polynucleotide that hybridizes under low
stringency conditions with (i) SEQ ID NO: 1 or 3, or the
mature polypeptide coding sequence thereof, (ii) the cDNA
sequence of SEQ ID NO: 1 or 3, or the mature polypeptide
coding sequence thereof; or (iii) the full-length complemen-
tary strand of (i) or (ii); (¢) a bicarbonate transporter encoded
by a polynucleotide having at least 60% sequence identity to
(iv) SEQ ID NO: 1 or 3, or the mature polypeptide coding
sequence thereof, (v) the cDNA sequence of SEQ ID NO: 1
or 3, or the mature polypeptide coding sequence thereof; or
(vi) the full-length complementary strand of (iv) or (v); (d)
a bicarbonate transporter variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of SEQ ID NO: 2 or 4, or the mature polypeptide
sequence thereof; and (e) a fragment of (a), (b), (c), or (d)
that has bicarbonate transporter activity;

(2) an optional heterologous second polynucleotide
encoding a C4-dicarboxylic acid transporter, such as a
C4-dicarboxylic acid transporter selected from: (a) a C4-di-
carboxylic acid transporter having at least 60% sequence
identity to SEQ ID NO: 6 or the mature polypeptide
sequence thereof; (b) a C4-dicarboxylic acid transporter
encoded by a polynucleotide that hybridizes under low
stringency conditions with SEQ ID NO: 5, the mature
polypeptide coding sequence thereof, or the full-length
complementary strand of the foregoing; (c) a C4-dicarbox-
ylic acid transporter encoded by a polynucleotide having at
least 60% sequence identity to SEQ ID NO: 5, the mature
polypeptide coding sequence thereof, or the full-length
complementary strand of the foregoing; (d) a C4-dicarbox-
ylic acid transporter variant comprising a substitution, dele-
tion, and/or insertion of one or more (several) amino acids
of SEQ ID NO: 6 or the mature polypeptide sequence
thereof; and (e) a fragment of a polypeptide of (a), (b), (c),
or (d) that has C4-dicarboxylic acid transporter activity;

(3) an optional heterologous third polynucleotide encod-
ing a malate dehydrogenase, such as a malate dehydrogenase
selected from: (a) a malate dehydrogenase having at least
60% sequence identity to SEQ ID NO: 8 or the mature
polypeptide sequence thereof; (b) a malate dehydrogenase
encoded by a polynucleotide that hybridizes under low
stringency conditions with (i) SEQ ID NO: 7 or the mature
polypeptide coding sequence thereof, (ii) the cDNA
sequence of SEQ ID NO: 7 or the mature polypeptide coding
sequence thereof, or (iii) the full-length complementary
strand of (i) or (ii); (¢) a malate dehydrogenase encoded by
a polynucleotide having at least 60% sequence identity to
(iv) SEQ ID NO: 7 or the mature polypeptide coding
sequence thereof, (v) the cDNA sequence of SEQ ID NO: 7
or the mature polypeptide coding sequence thereof; or (vi)
the full-length complementary strand of (iv) or (v); (d) a
malate dehydrogenase variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of SEQ ID NO: 8 or the mature polypeptide sequence
thereof; and (e) a fragment of a polypeptide of (a), (b), (c),
or (d) that has malate dehydrogenase activity; and
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(4) an optional heterologous fourth polynucleotide encod-
ing a pyruvate carboxylase, such as as a pyruvate carboxy-
lase selected from: (a) a pyruvate carboxylase having at least
60% sequence identity to SEQ ID NO: 10 or the mature
polypeptide sequence thereof; (b) a pyruvate carboxylase
encoded by a polynucleotide that hybridizes under low
stringency conditions with (1) SEQ ID NO: 9 or the mature
polypeptide coding sequence thereof, (ii) the cDNA
sequence of SEQ ID NO: 9 or the mature polypeptide coding
sequence thereof, or (iii) the full-length complementary
strand of (i) or (ii); (¢) a pyruvate carboxylase encoded by
a polynucleotide having at least 60% sequence identity to
(iv) SEQ ID NO: 9 or the mature polypeptide coding
sequence thereof, (v) the cDNA sequence of SEQ ID NO: 9
or the mature polypeptide coding sequence thereof; or (vi)
the full-length complementary strand of (iv) or (v); (d) a
pyruvate carboxylase variant comprising a substitution,
deletion, and/or insertion of one or more (several) amino
acids of SEQ ID NO: 10 or the mature polypeptide sequence
thereof; and (e) a fragment of a polypeptide of (a), (b), (c),
or (d) that has pyruvate carboxylase activity;

wherein the host cell produces (or is capable of produc-
ing) a greater amount of a C4-dicarboxylic acid (e.g., malic
acid) compared to the host cell without the one or more
(several) polynucleotide(s) (e.g., without the heterologous
polynucleotide encoding a bicarbonate transporter), when
cultivated under the same conditions.

A construct or vector (or multiple constructs or vectors)
comprising the one or more (several) polynucleotide(s) is
introduced into a host cell so that the construct or vector is
maintained as a chromosomal integrant or as a self-repli-
cating extra-chromosomal vector as described earlier. The
term “host cell” encompasses any progeny of a parent cell
that is not identical to the parent cell due to mutations that
occur during replication. The choice of a host cell will to a
large extent depend upon the gene encoding the polypeptide
and its source. The aspects described below apply to the host
cells, per se, as well as methods using the host cells.

The host cell may be any cell capable of the recombinant
production of a polypeptide of the present invention, e.g., a
prokaryote or a eukaryote, and/or any cell capable of the
recombinant production of a C4-dicarboxylic acid (e.g.,
malic acid).

The prokaryotic host cell may be any gram-positive or
gram-negative bacterium. Gram-positive bacteria include,
but not limited to, Bacillus, Clostridium, Enterococcus,
Geobacillus, Lactobacillus, Lactococcus, Oceanobacillus,
Staphylococcus, Streptococcus, and Streptomyces. Gram-
negative bacteria include, but not limited to, Campylobacter,
E. coli, Flavobacterium, Fusobacterium, Helicobacter, llyo-
bacter, Neisseria, Pseudomonas, Salmonella, and Urea-
plasma.

The bacterial host cell may be any Bacillus cell including,
but not limited to, Bacillus alkalophilus, Bacillus amyloliq-
uefaciens, Bacillus brevis, Bacillus circulans, Bacillus
clausii, Bacillus coagulans, Bacillus firmus, Bacillus lautus,
Bacillus lentus, Bacillus licheniformis, Bacillus megate-
rium, Bacillus pumilus, Bacillus stearothermophilus, Bacil-
lus subtilis, and Bacillus thuringiensis cells.

The bacterial host cell may also be any Streprococcus cell
including, but not limited to, Streptococcus equisimilis,
Streptococcus pyogenes, Streptococcus uberis, and Strepto-
coccus equi subsp. Zooepidemicus cells.

The bacterial host cell may also be any Streptomyces cell
including, but not limited to, Streptomyces achromogenes,
Streptomyces avermitilis, Streptomyces coelicolor, Strepto-
myces griseus, and Streptomyces lividans cells.
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The introduction of DNA into a Bacillus cell may, for
instance, be effected by protoplast transformation (see, e.g.,
Chang and Cohen, 1979, Mol. Gen. Genet. 168: 111-115), by
using competent cells (see, e.g., Young and Spizizen, 1961,
J. Bacteriol. 81: 823-829, or Dubnau and Davidoff-Abelson,
1971, J. Mol. Biol. 56: 209-221), by electroporation (see,
e.g., Shigekawa and Dower, 1988, Biotechniques 6: 742-
751), or by conjugation (see, e.g., Koehler and Thorne,
1987, J. Bacteriol. 169: 5271-5278). The introduction of
DNA into an E. coli cell may, for instance, be effected by
protoplast transformation (see, e.g., Hanahan, 1983, J. Mol.
Biol. 166: 557-580) or electroporation (see, e.g., Dower et
al., 1988, Nucleic Acids Res. 16: 6127-6145). The introduc-
tion of DNA into a Streptomyces cell may, for instance, be
effected by protoplast transformation and electroporation
(see, e.g., Gong et al., 2004, Folia Microbiol. (Praha) 49:
399-405), by conjugation (see, e.g., Mazodier et al., 1989, J.
Bacteriol. 171: 3583-3585), or by transduction (see, e.g.,
Burke et al., 2001, Proc. Natl. Acad. Sci. USA 98: 6289-
6294). The introduction of DNA into a Pseudomonas cell
may, for instance, be effected by electroporation (see, e.g.,
Choi et al., 2006, J. Microbiol. Methods 64: 391-397) or by
conjugation (see, e.g., Pinedo and Smets, 2005, Appl. Envi-
ron. Microbiol. 71: 51-57). The introduction of DNA into a
Streptococcus cell may, for instance, be effected by natural
competence (see, e.g., Perry and Kuramitsu, 1981, Infect.
Immun. 32: 1295-1297), by protoplast transformation (see,
e.g., Catt and Jollick, 1991, Microbios 68: 189-207, by
electroporation (see, e.g., Buckley et al., 1999, Appl. Envi-
ron. Microbiol. 65: 3800-3804) or by conjugation (see, e.g.,
Clewell, 1981, Microbiol. Rev. 45: 409-436). However, any
method known in the art for introducing DNA into a host cell
can be used.

The host cell may also be a eukaryote, such as a mam-
malian, insect, plant, or fungal cell.

The host cell may be a fungal cell. “Fungi” as used herein
includes the phyla Ascomycota, Basidiomycota, Chytridio-
mycota, and Zygomycota (as defined by Hawksworth et al.,
In, Ainsworth and Bisby’s Dictionary of The Fungi, 8th
edition, 1995, CAB International, University Press, Cam-
bridge, UK) as well as the Oomycota (as cited in Hawks-
worth et al., 1995, supra, page 171) and all mitosporic fungi
(Hawksworth et al., 1995, supra).

The fungal host cell may be a yeast cell. “Yeast” as used
herein includes ascosporogenous yeast (Endomycetales),
basidiosporogenous yeast, and yeast belonging to the Fungi
Imperfecti (Blastomycetes). Since the classification of yeast
may change in the future, for the purposes of this invention,
yeast shall be defined as described in Biology and Activities
of Yeast (Skinner, F. A., Passmore, S. M., and Davenport, R.
R., eds, Soc. App. Bacteriol. Symposium Series No. 9, 1980).

The yeast host cell may be a Candida, Hansenula,
Kluyveromyces, Pichia, Saccharomyces, Schizosaccharomy-
ces, or Yarrowia cell such as a Kluyveromyces lactis, Sac-
charomyces carlsbergensis, Saccharomyces cerevisiae, Sac-
charomyces  diastaticus,  Saccharomyces  douglasii,
Saccharomyces kluyveri, Saccharomyces norbensis, Saccha-
romyces oviformis, or Yarrowia lipolytica cell.

The fungal host cell may be a filamentous fungal cell.
“Filamentous fungi” include all filamentous forms of the
subdivision Eumycota and Oomycota (as defined by Hawk-
sworth et al., 1995, supra). The filamentous fungi are gen-
erally characterized by a mycelial wall composed of chitin,
cellulose, glucan, chitosan, mannan, and other complex
polysaccharides. Vegetative growth is by hyphal elongation
and carbon catabolism is obligately aerobic. In contrast,
vegetative growth by yeasts such as Saccharomyces cerevi-
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siae is by budding of a unicellular thallus and carbon
catabolism may be fermentative.

The filamentous fungal host cell may be an Acremonium,
Aspergillus, Aureobasidium, Bjerkandera, Ceriporiopsis,
Chrysosporium, Coprinus, Coriolus, Cryptococcus, Filiba-
sidium, Fusarium, Humicola, Magnaporthe, Mucor, Myce-
liophthora, Neocaflimastix, Neurospora, Paecilomyces,
Penicillium, Phanerochaete, Phlebia, Piromyces, Pleurotus,
Schizophyllum, Talaromyces, Thermoascus, Thielavia, Toly-
pocladium, Trametes, or Trichoderma cell.

For example, the filamentous fungal host cell may be an
Aspergillus aculeatus, Aspergillus awamori, Aspergillus foe-
tidus, Aspergillus fumigatus, Aspergillus japonicus, Asper-
gillus nidulans, Aspergillus niger, Aspergillus oryzae, Bjer-
kandera adusta, Ceriporiopsis aneirina, Ceriporiopsis
caregiea, Ceriporiopsis gilvescens, Ceriporiopsis panno-
cinta, Ceriporiopsis rivulosa, Ceriporiopsis subrufa, Ceri-
poriopsis subvermispora, Chrysosporium inops, Chrysospo-
rium  keratinophilum,  Chrysosporium  lucknowense,
Chrysosporium merdarium, Chrysosporium pannicola,
Chrysosporium queenslandicum, Chrysosporium tropicum,
Chrysosporium zonatum, Coprinus cinereus, Coriolus hir-
sutus, Fusarium bactridioides, Fusarium cerealis, Fusarium
crookwellense, Fusarium culmorum, Fusarium
graminearum, Fusarium graminum, Fusarium heterospo-
rum, Fusarium negundi, Fusarium oxysporum, Fusarium
reticulatum, Fusarium roseum, Fusarium sambucinum,
Fusarium  sarcochroum,  Fusarium  sporotrichioides,
Fusarium sulphureum, Fusarium torulosum, Fusarium tri-
chothecioides, Fusarium vemenatum, Humicola insolens,
Humicola lanuginosa, Mucor miehei, Myceliophthora ther-
mophila, Neurospora crassa, Penicillium purpurogenum,
Phanerochaete chrysosporium, Phlebia radiata, Pleurotus
eryngii, Thielavia terrestris, Trametes villosa, Trametes ver-
sicolor, Trichoderma harzianum, Trichoderma koningii,
Trichoderma longibrachiatum, Trichoderma reesei, or
Trichoderma viride cell.

In one aspect, the host cell is an Aspergillus host cell. In
another aspect, the host cell is Aspergillus oryzae.

Fungal cells may be transformed by a process involving
protoplast formation, transformation of the protoplasts, and
regeneration of the cell wall in a manner known per se.
Suitable procedures for transformation of Aspergillus and
Trichoderma host cells are described in EP 238023 and
Yelton et al., 1984, Proc. Natl. Acad. Sci. USA 81: 1470-
1474. Suitable methods for transforming Fusarium species
are described by Malardier et al., 1989, Gene 78: 147-156,
and WO 96/00787. Yeast may be transformed using the
procedures described by Becker and Guarente, In Abelson,
J. N. and Simon, M. 1., editors, Guide to Yeast Genetics and
Molecular Biology, Methods in Enzymology, Volume 194,
pp 182-187, Academic Press, Inc., New York; Ito et al,,
1983, J. Bacteriol. 153: 163; and Hinnen et al., 1978, Proc.
Natl. Acad. Sci. USA 75: 1920.

In some aspects, the host cell comprises one or more
(several) polynucleotide(s) described herein, wherein the
host cell secretes (and/or is capable of secreting) an
increased level of C4-dicarboxylic acid compared to the host
cell without the one or more (several) polynucleotide(s)
when cultivated under the same conditions. In some aspects,
the host cell secretes and/or is capable of secreting an
increased level of C4-dicarboxylic acid (e.g., malic acid) of
at least 5%, e.g., at least 10%, at least 15%, at least 20%, at
least 25%, at least 50%, at least 100%, at least 150%, at least
200%, at least 300%, or at 500% compared to the host cell
without the one or more (several) polynucleotide(s) (e.g.,
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without the heterologous polynucleotide encoding a bicar-
bonate transporter), when cultivated under the same condi-
tions.

In any of the aspects of the recombinant host cells and
methods described herein, the C4-dicarboxylic acid may be
malic acid, succinic acid, oxaloacetic acid, malonic acid, or
fumaric acid, or combinations thereof. In some aspects, the
C4-dicarboxylic acid is malic acid, succinic acid, or fumaric
acid, or combinations thereof. In some aspects, the C4-di-
carboxylic acid is malic acid or fumaric acid, or a combi-
nation of malic acid and fumaric acid. In some aspects, the
C4-dicarboxylic acid is malic acid.

In any of these aspects, the host cell produces (and/or is
capable of producing) a C4-dicarboxylic acid at a yield of at
least than 10%, e.g., at least than 20%, at least than 30%, at
least than 40%, at least than 50%, at least than 60%, at least
than 70%, at least than 80%, or at least than 90%, of
theoretical.

In any of these aspects, the recombinant host has an
C4-dicarboxylic acid volumetric productivity (e.g., malic
acid volumetric productivity) greater than about 0.1 g/LL per
hour, e.g., greater than about 0.2 g/L. per hour, 0.5 g/LL per
hour, 0.6 g/L per hour, 0.7 g/L. per hour, 0.8 g/L. per hour, 0.9
g/L per hour, 1.0 g/L per hour, 1.1 g/L. per hour, 1.2 g/L. per
hour, 1.3 g/LL per hour, 1.5 g/L. per hour, 1.75 g/L. per hour,
2.0 g/L per hour, 2.25 g/LL per hour, 2.5 g/L. per hour, or 3.0
g/L per hour; or between about 0.1 g/IL per hour and about
2.0 g/LL per hour, e.g., between about 0.3 g/IL per hour and
about 1.7 g/L per hour, about 0.5 g/LL per hour and about 1.5
g/ per hour, about 0.7 g/L. per hour and about 1.3 g/l per
hour, about 0.8 g/L. per hour and about 1.2 g/L per hour, or
about 0.9 g/ per hour and about 1.1 g/L. per hour.

The recombinant host cells may be cultivated in a nutrient
medium suitable for production of the bicarbonate trans-
porter, C4-dicarboxylic acid transporter, malate dehydroge-
nase, or pyruvate carboxylase using methods well known in
the art. For example, the cell may be cultivated by shake
flask cultivation, and small-scale or large-scale fermentation
(including continuous, batch, fed-batch, or solid state fer-
mentations) in laboratory or industrial fermentors performed
in a suitable medium and under conditions allowing the
desired polypeptide to be expressed and/or isolated. The
cultivation takes place in a suitable nutrient medium com-
prising carbon and nitrogen sources and inorganic salts,
using procedures known in the art. Suitable media are
available from commercial suppliers, may be prepared
according to published compositions (e.g., in catalogues of
the American Type Culture Collection), or may be prepared
from commercially available ingredients.

The bicarbonate transporter, C4-dicarboxylic acid trans-
porter, malate dehydrogenase, and pyruvate carboxylase,
and activities thereof, can be detected using methods known
in the art. These detection methods may include use of
specific antibodies, formation of an enzyme product, or
disappearance of an enzyme substrate. See, for example,
Sambrook et al., Molecular Cloning: A Laboratory Manual,
Third Ed., Cold Spring Harbor Laboratory, New York
(2001); Ausubel et al., Current Protocols in Molecular
Biology, John Wiley and Sons, Baltimore, Md. (1999); and
Hanai et al., Appl. Environ. Microbiol. 73:7814-7818
(2007)).

Methods

The present invention also relates to methods of using the
recombinant host cells described herein for the production of
a C4-dicarboxylic acid. In one aspect, the invention
embraces a method of producing a C4-dicarboxylic acid
(e.g., malic acid), comprising: (a) cultivating any one of the
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recombinant host cells described herein (e.g., any host cell
with bicarbonate transporter activity, and optionally, C4-di-
carboxylic acid transporter activity, malate dehydrogenase
activity, and/or pyruvate carboxylase activity) in a medium
under suitable conditions to produce the C4-dicarboxylic
acid; and (b) recovering the C4-dicarboxylic acid. In one
aspect, the invention embraces a method of producing a
C4-dicarboxylic acid (e.g., malic acid), comprising: (a)
cultivating in a medium any one of the recombinant host
cells described herein, wherein the host cell comprises a
heterologous polynucleotide encoding a bicarbonate trans-
porter; and optionally, a heterologous polynucleotide encod-
ing a C4-dicarboxylic acid transporter, a heterologous poly-
nucleotide encoding a malate dehydrogenase, and/or a
heterologous polynucleotide encoding a pyruvate decar-
boxylase under suitable conditions to produce the C4-dicar-
boxylic acid; and (b) recovering the C4-dicarboxylic acid. In
one aspect, the medium is a fermentable medium.

In one aspect of the methods, the C4-dicarboxylic acid
(e.g., malic acid) is produced at a titer greater than about 10
g/L, e.g., greater than about 25 g/, 50 g/L, 75 g/L, 100 g/L,
125 g/L, 150 g/L, 160 g/L,, 170 g/L, 180 g/L, 190 g/L, 200
g/L, 210 g/L, 225 g/, 250 g/L,, 275 g/L, 300 g/L, 325 g/,
350 g/L, 400 g/L, or 500 g/L; or between about 10 g/I. and
about 500 g/L, e.g., between about 50 g/[L and about 350 g/L,
about 100 g/I. and about 300 g/, about 150 g/I. and about
250 g/L, about 175 g/L. and about 225 g/, or about 190 g/L.
and about 210 g/L..

In one aspect of the methods, the amount of produced
C4-dicarboxylic acid (e.g., malic acid) is at least 5%, e.g., at
least 10%, at least 15%, at least 20%, at least 25%, at least
30%, at least 50%, or at least 100% greater compared to
cultivating the host cell without the polynucleotide that
encodes the bicarbonate transporter under the same condi-
tions.

In some aspects of the methods, the C4-dicarboxylic acid
is selected from malic acid, succinic acid, oxaloacetic acid,
malonic acid, and fumaric acid. In one aspect, the C4-di-
carboxylic acid is malic acid.

The recombinant C4-dicarboxylic acid can be optionally
recovered from the fermentation medium using any proce-
dure known in the art (see, for example, WO 1998/022611
and U.S. Pat. No. 7,601,865) including, but not limited to,
chromatography (e.g., size exclusion chromatography,
adsorption chromatography, ion exchange chromatography),
electrophoretic procedures, differential solubility, osmosis,
distillation, extraction (e.g., liquid-liquid extraction), per-
vaporation, extractive filtration, membrane filtration, mem-
brane separation, reverse, or ultrafiltration. In one example,
the C4-dicarboxylic acid is recovered from other material in
the fermentation medium by filtration.

In some aspects of the methods, the recombinant C4-di-
carboxylic acid before and/or after being optionally purified
is substantially pure. With respect to the methods of pro-
ducing a C4-dicarboxylic acid (or a specific C4-dicarboxylic
acid thereof, such as malic acid), “substantially pure”
intends a recovered preparation of the C4-dicarboxylic acid
that contains no more than 15% impurity, wherein impurity
intends compounds other than C4-dicarboxylic acids. In one
variation, a preparation of substantially pure C4-dicarbox-
ylic acid is provided wherein the preparation contains no
more than 25% impurity, or no more than 20% impurity, or
no more than 10% impurity, or no more than 5% impurity,
or no more than 3% impurity, or no more than 1% impurity,
or no more than 0.5% impurity.

Suitable assays to test for the production of C4-dicarbox-
ylic acids for the methods of production and host cells
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described herein can be performed using methods known in
the art. For example, the final C4-dicarboxylic acid product
(e.g., malic acid), and other organic compounds, can be
analyzed by methods such as HPLC (High Performance
Liquid Chromatography), GC-MS (Gas Chromatography
Mass Spectroscopy) and LC-MS (Liquid Chromatography-
Mass Spectroscopy) or other suitable analytical methods
using routine procedures well known in the art. The release
of C4-dicarboxylic acid in the fermentation broth can also be
tested with the culture supernatant. Byproducts and residual
sugar in the fermentation medium (e.g., glucose) can be
quantified by HPLC using, for example, a refractive index
detector for glucose and alcohols, and a UV detector for
organic acids (Lin et al., Biotechnol. Bioeng. 90:775-779
(2005)), or using other suitable assay and detection methods
well known in the art.

The present invention is further described by the follow-
ing examples that should not be construed as limiting the
scope of the invention.

EXAMPLES

Chemicals used as buffers and substrates were commer-
cial products of at least reagent grade.
Fungal Strains

Aspergillus oryzae NRRL 3488 (or ATCC 56747) was
used as a source of a bicarbonate transporter gene (btl), a
pyruvate carboxylase gene (pyc), a malate dehydrogenase
gene (mdh3), and for production of the C4-dicarboxylic
acids. Aspergillus aculeatus was used as a source of a
C4-dicarboxylic acid transport protein gene (c4t521).
Media

YEG medium was composed of 20 g glucose, 5 g yeast
extract, and deionized water to 1 liter.

COVE plates were composed of 1 M sucrose, 2% COVE
salt solution, 10 mM acetamide, 15 mM CsCl, and 25 g/1
Agar Noble.

COVE salt solution was composed of 26 g KCI, 26 g
MgS0,.7H,0, 76 g KH,PO,, 50 ml of COVE trace ele-
ments solution, and deionized water to 1 liter.

COVE trace elements solution was composed of 0.04 g
Na,B,0,.10H,0, 0.04 g CuS0O,.5H,0, 1.2 g FeSO,.7H,0,
0.7 g MnSO,H,O0, 08 g Na,Mo0O,2H,0, 10 g
ZnS0,.7H,0 and deionized water to 1 liter.

Seed medium was composed of 40 g glucose, 6 g Bacto-
peptone, 750 mg KH,PO,, 750 mg K,HPO,, 100 mg
MgS0,.7H,0, 100 mg CaCl,.H,O, 5 mg FeSO,.7H,0, 5
mg NaCl, and deionized water to 1 liter.

Seed medium B was composed of 30 g glucose, 3 g
Bacto-peptone, 560 mg KH,PO,,, 560 mg K,HPO,, 925 mg
NaH,PO,.H,0, 820 mg Na,HPO,, 75 mg MgSO,.7H,0, 75
mg CaCl,.H,0, 0.75 ml of 1000x Micronutrient Solution,
and deionized water to 1 liter.

Acid production medium C was composed of 100 g
glucose, 80 g CaCO;, 6 g Bacto Peptone, 150 mg KH,PO,,
150 mg K,HPO,, 100 mg MgSO,.7H,O, 100 mg
CaCl,.H,0, 1 ml 1000x Micronutrient Solution, and deion-
ized water to 1 liter.

Fermentor batch medium was composed of 60 g glucose,
120 g CaCO,, 9 g Bacto-peptone, 150 mg KH,PO,, 150 mg
K,HPO,, 100 mg MgSO.7H,0, 100 mg CaCl,-2H,0, 5 mg
FeSO,.7H,0, 5 mgNaCl, 5 mL Pluronic L61, and deionized
water to 1 liter.

1000x Micronutrient Solution was composed of 5 g NaCl,
5 g FeSO,7H,0, 1 g citric acid, and deionized water to 1
liter.
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PDA plates were composed of 39 g/l potato dextrose agar.

2XYT+amp plates were composed of 16 g tryptone, 10 g
yeast extract, 5 g NaCl, 100 mg ampicillin, 15 g Bacto agar,
and deionized water to 1 liter.

Example 1

Cloning of an Aspergillus oryzae Bicarbonate
Transporter Gene (btl) and Construction of
Expression Vector pAmFs69

The bicarbonate transporter gene btl (A0090012000782)
was cloned from Aspergillus oryzae NRRL.3488 genomic
DNA by PCR amplification using primers homologous to
the Aspergillus oryzae predicted bicarbonate transporter
gene model number A0090012000782 found in the pub-
lished 4. oryzae ATCC 42149 genome sequence (Galagan et
al., 2005, Nature 438: 1105-1115).

Genomic DNA from 4. oryzae NRRL.3488 was isolated
by inoculating 100 ml YEG medium in a shake flask with
2x10° spores and incubating the flask at 37° C. overnight
with shaking at 200 rpm. The mycelia were harvested in
MIRACLOTH® (Calbiochem, San Diego, Calif., USA)
lined funnel and approximately 2 grams of tissue was frozen
in liquid nitrogen. The mycelia were disrupted by grinding
in a cold mortar and pestle. Genomic DNA was isolated
from the powdered mycelia using a DNeasy® Plant Maxi
Kit (QIAGEN Inc., Valencia, Calif., USA) according to the
manufacturer’s instructions. The Aspergillus oryzae btl gene
was amplified using forward primer 069824 and reverse
primer 069825 shown below:

Primer 069824:
(SEQ ID NO: 11)
5' -GTGATAGAACATCGTCCATAATGGAATCCAGCGCTGTACA-3"!

Primer 069825:
(SEQ ID NO: 12)
5'-GTGTCAGTCACCTCTAGTTATCAGATTTCAATCTCGTCTT-3"'

The amplification reactions were performed using Phu-
sion® Hot Start High-Fidelity DNA Polymerase (Finnzymes
OY, Finland) according to manufacturer’s instructions. Each
PCR reaction contained 47 ng of Aspergillus oryzae
NRRL3488 genomic DNA, 200 uM dNTPs, 50 pM of
forward primer, 50 pM reverse primer, 1x Phusion® GC
Buffer reaction buffer (Finnzymes OY, Finland), and 50
units of Phusion® Hot Start High-Fidelity DNA Polymerase
in a final volume of 50 pl. The amplification reactions were
incubated in an EPPENDORF®MASTERCYCLER® (Ep-
pendorf Scientific Inc., Westbury, N.Y., USA) programmed
for 1 cycle at 98° C. for 30 seconds; 35 cycles at 98° C. for
10 seconds, 66° C. for 30 seconds, and 72° C. for 2.5
minutes; and 1 cycle at 72° C. for 10 minutes. The PCR
product was purified by 1% agarose gel electrophoresis in 50
mM Tris base-50 mM acetate-0.1 mM disodium EDTA
(TAE) buffer. A fragment of approximately 2.5 kb was
excised from the gel and extracted from the agarose using a
QIAQUICK® Gel Extraction Kit (QIAGEN Inc., Valencia,
Calif., USA).

Plasmid pShTh60 (FIG. 1; see also PCT Application No.
PCT/US10/47002, filed Aug. 27, 2010) was digested with
Sex Al and Pac I, separated by 0.8% agarose gel electro-
phoresis in TBE buffer (10.8 g/L. Tris Base, 5.5 g/LL Boric
acid, 2 mM EDTA, pH 8.0) and purified using a QIA-
QUICK® Gel Extraction Kit (QIAGEN Inc., Valencia,
Calif., USA). The purified PCR product above was then
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inserted into the digested pShTh60 fragment using an In-
Fusion™ Advantage reaction kit (Clontech, Mountain View,
Calif., USA) according to the manufacturer’s instructions
resulting in plasmid pAmFs69 (FIG. 2).

A 2.5 pl aliquot of the ligation reaction above was
transformed into ONE SHOT® TOP10 chemically compe-
tent E. coli cells according to the manufacturer’s instruc-
tions. Transformants were plated onto 2XYT+amp plates
and incubated at 37° C. overnight.

DNA sequence analysis was used on the resulting trans-
formants to confirm the integrity of the bt1 coding sequence.
Primers 610849, 610851, 610853, 610855, 610857, 610859,
and 610861 shown below were used with an ABI3130XL
DNA Analyzer (Applied Biosystems, Inc., Foster City,
Calif., USA) and the primer walking technique with dye-
terminator chemistry (Giesecke et al., 1992, J. Virol. Meth-
ods 38: 47-60).

(SEQ ID NO: 13)
Primer 610849: 5'-GAACAGGAAGAAATCCAAAA-3'

(SEQ ID NO: 14)
Primer 610851: 5'-GTCGGCATAGCCACTGCAAT-3'

(SEQ ID NO: 15)
Primer 610853: 5'-TGTTGCCGCCAAGGGACTTA-3'

(SEQ ID NO: 16)
Primer 610855: 5'-CCGAGAGCGTTGAGTTAATC-3'

(SEQ ID NO: 17)
Primer 610857: 5'-AGCATTAGGGCTAGCTCCGT-3'

(SEQ ID NO: 18)
Primer 610859: 5'-CCAAGATGCCATGTCAGGAC-3'

(SEQ ID NO: 19)

Primer 610861: 5'-TCACAAAAGAGTAGAGGCCA-3'

The nucleotide construct of the genomic DNA sequence
(SEQ ID NO: 1), and deduced amino acid sequence (SEQ ID
NO: 2) of the Aspergillus oryzae btl gene are shown in
FIGS. 3A and 3B. The genomic coding sequence of 2503 bp
(including one stop codon) is interrupted by three introns of
78 bp (465-542), 51 bp (1173-1223), and 61 bp (1747-1807).
The corresponding c¢DNA sequence (bold nucleotide
sequence shown in FIGS. 3A and 3B) is 2313 bp, including
one stop codon. The predicted encoded protein is 770 amino
acids, with a predicted molecular mass of 83.9 kDa and an
isoelectric pH of 6.9.

Example 2

Cloning of an Aspergillus oryzae Bicarbonate
Transporter Gene AO090003000798 and
Construction of Corresponding Expression Vector

The bicarbonate transporter gene bt2 (AO090003000798)
was cloned from Aspergillus oryzae NRRL.3488 genomic
DNA by PCR amplification using primers homologous to
the Aspergillus oryzae predicted bicarbonate transporter
gene model number AO090003000798 found in the pub-
lished 4. oryzae ATCC 42149 genome sequence (Galagan et
al., 2005, supra).

Genomic DNA from A. oryzae NRRL.3488 was isolated
and the mycelia were harvested and processed as described
in Example 1. The Aspergillus oryzae bt2 gene was ampli-
fied using forward primer 0614058 and reverse primer
0614057 shown below:
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Primer 0614058:

(SEQ ID NO: 52)
5' -GTGATAGAACATCGTCCATAATGCCGGGCGATCTCAAAACC-3!
Primer 0614057:

(SEQ ID NO: 53)

5'-GTGTCAGTCACCTCTAGTTACTATGCATCAAGGACATTC-3"

The amplification reactions were performed using Phu-
sion® Hot Start High-Fidelity DNA Polymerase
(Finnzymes) according to manufacturer’s instructions. Each
PCR reaction contained 47 ng of Aspergillus oryzae
NRRL3488 genomic DNA, 200 uM dNTPs, 50 pM of
forward primer, 50 pM reverse primer, 1x Phusion® GC
Buffer reaction buffer (Finnzymes), and 50 units of Phu-
sion® Hot Start High-Fidelity DNA Polymerase in a final
volume of 50 pl. The amplification reactions were incubated
in an EPPENDORF® MASTERCYCLER® (Eppendorf
Scientific Inc.) programmed for 1 cycle at 98° C. for 2
minutes; 35 cycles at 98° C. for 15 seconds, 65° C. for 15
seconds, and 74° C. for 1 minute; and 1 cycle at 74° C. for
1 minute. The PCR product was purified by 1% agarose gel
electrophoresis in 50 mM Tris base-50 mM acetate-0.1 mM
disodium EDTA (TAE) buffer. A fragment of approximately
2.7 kb was excised from the gel and extracted from the
agarose using a QIAQUICK® Gel Extraction Kit (QIAGEN
Inc.).

Plasmid pShTh77 (FIG. 11) was digested with Sex Al and
Pac 1, separated by 0.8% agarose gel electrophoresis in TBE
buffer (10.8 g/L Tris Base, 5.5 g/L. Boric acid, 2 mM EDTA,
pH 8.0) and purified using a QIAQUICK® Gel Extraction
Kit (QIAGEN Inc., Valencia, Calif., USA). The purified
PCR product above was then inserted into the digested
pShTh77 fragment using an In-Fusion™ Advantage reaction
kit (Clontech) according to the manufacturer’s instructions
resulting in plasmid pShTh147 (FIG. 12).

A 2.5 pl aliquot of the ligation reaction above was
transformed into ONE SHOT® TOP10 chemically compe-
tent E. coli cells according to the manufacturer’s instruc-
tions. Transformants were plated onto 2XYT+amp plates
and incubated at 37° C. overnight.

DNA sequence analysis was used on the resulting trans-
formants to confirm the integrity of the bt2 coding sequence.
Primers 0614313, 0614314, 996270, and 0611428, shown
below were used with an ABI3130XL DNA Analyzer (Ap-
plied Biosystems, Inc., Foster City, Calif., USA) and the
primer walking technique with dye-terminator chemistry
(Giesecke et al., 1992, J. Virol. Methods 38: 47-60).

(SEQ ID NO: 54)
Primer 0614313: 5'-GATTGAGATCGGCATTTACT-3'

(SEQ ID NO: 55)
Primer 0614314: 5'-ACGCGGAACAGCAGAATGGC-3'

(SEQ ID NO: 56)

Primer 996270: 5'-CTATAGCGAAATGGATTGATTGTCT-3'

(SEQ ID NO:
5'-TTCACCGTGAAACGTATTGA-3'

57)
Primer 0611428:

The nucleotide construct of the genomic DNA sequence
(SEQ ID NO: 3), and deduced amino acid sequence (SEQ ID
NO: 4) of the Aspergillus oryzae btl gene are shown in
FIGS. 4A and 4B. The genomic coding sequence of 2657 bp
(including stop codon) is interrupted by two introns of 64 bp
(302-365) and 61 bp (512-572). The corresponding cDNA
sequence (bold nucleotide sequence shown in FIGS. 4A and
4B) is 2532 bp, including one stop codon. The predicted

10

15

20

25

30

35

40

50

55

60

65

42

encoded protein is 843 amino acids, with a predicted
molecular mass of 92.5 kDa and an isoelectric pH of 8.4.

Example 3

Cloning of an Aspergillus aculeatus
C4-Dicarboxylic Acid Transporter Gene and
Construction of Expression Vector pSaMF36

Genomic DNA from Aspergillus aculeatus was isolated
by inoculating 100 ml of YEG medium in a shake flask with
2x10° spores and incubating the flask at 34° C. overnight
with shaking at 160 rpm. The mycelia were harvested by
filtration using a MIRACLOTH® (Calbiochem, San Diego,
Calif., USA) lined funnel and approximately 2 g of mycelia
were recovered and frozen in liquid nitrogen. The frozen
mycelia were disrupted by quickly smashing with a hammer
while wrapped inside the MIRACLOTH®. The disrupted
mycelia were then transferred to a 50 ml polypropylene
conical centrifuge tube containing 10 ml of 1x lysis buffer
(100 mM EDTA, 10 mM Tris pH 8.0, 1% Triton® X-100,
0.5 M Guanidine-HCl, 200 mM NaCl) and 3 pl of RNase A
(QIAGEN Inc., Valencia, Calif., USA, 100 mg/ml). The tube
was mixed by gentle vortexing, and then incubated at room
temperature for 5 minutes after which was added 150 ul
Proteinase K (QIAGEN Inc., Valencia, Calif,, USA; 20
mg/ml). The tube was mixed by inversion and incubated at
50° C. for 1 hour. The tube was then centrifuged at 7240xg
for 20 minutes. The supernatant was then added to a
pre-equilibrated QIAGEN-tip 100 (QIAGEN Inc., Valencia,
Calif., USA) and the remaining DNA extraction steps were
performed according to the manufacturer’s instructions. The
DNA was resuspended in 100 pl TE buffer (10 mM Tris
Base, 1 mM EDTA, pH 8.0).

The 1257 bp C4-dicarboxylic acid transporter gene
c4t521 was amplified from isolated Aspergillus aculeatus
genomic DNA using primers 069700 and 069701 shown
below.

Primer 069700:

(SEQ ID NO: 20)
5'-TGTGATAGAACATCGTCCATAATGCACGACCACAGC-3"!
Primer 069701:

(SEQ ID NO: 21)

5'-GTGTCAGTCACCTCTAGTTATCATTCGAACAACTCGGACA-3!

The PCR reaction was composed of 10 pl 5x reaction
buffer, 1 ul 4. aculeatus genomic DNA template (105 ng/ul),
1 ul primer 069700 (100 ng/ul), 1 pl primer 069701 (100
ng/ul), 1 ul ANTP mixture (10 mM), 35.5 pl deionized water,
and 0.5 pl Phusion™ Hot Start High-Fidelity DNA poly-
merase (Finnzymes, Inc, Massachusetts, USA). The ampli-
fication reaction was incubated in an EPPENDORF® MAS-
TERCYCLER® programmed for 1 cycle at 98° C. for 30
seconds; 30 cycles each at 98° C. for 10 seconds, 60° C. for
30 seconds, 72° C. for 1 minute; and one cycle at 72° C. for
10 minutes. The PCR product was digested with Dpn I for
1 hour to degrade any plasmid DNA template.

Plasmid pShTh60 (FIG. 1) was digested with Sex Al and
Pac 1, separated by 0.8% agarose gel electrophoresis in TBE
buffer, and purified using a QIAQUICK® Gel Extraction
Kit. The purified PCR product above was then inserted into
the digested pShTh60 fragment using an In-Fusion™
Advantage reaction kit composed of 2 pl 5x buffer, 3 ul
purified PCR product (26 ng/ul), 1.5 ul gel-purified Sex Al
and Pac I digested and gel-purified pShTh60 (132 ng/ul), 1
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pl In-Fusion™ enzyme and 2.5 ul deionized water. The
reaction was incubated at 37° C. for 15 minutes, 50° C. for
15 minutes, placed on ice for 5 minutes and diluted with 40
ul TE buffer resulting in pSaMF36 (FIG. 5).

A 2.5 pl aliquot of the ligation reaction above was
transformed into ONE SHOT® TOP10 chemically compe-
tent E. coli cells according to the manufacturer’s instruc-
tions. Transformants were plated onto 2XYT+amp plates
and incubated at 37° C. overnight. The resulting transfor-
mants were picked and subjected to DNA sequencing to
confirm that the mat521 gene was successfully integrated
into the vector.

The nucleotide construct of the genomic DNA sequence
(SEQ ID NO: 5) and deduced amino acid sequence (SEQ ID
NO: 6) of the Aspergillus aculeatus c4t521 gene are shown
in FIG. 6. The genomic coding sequence of 1257 bp (includ-
ing stop codon) contains no introns. The predicted encoded
protein is 418 amino acids, with a predicted molecular mass
01'46.8 kDa and an isoelectric pH of 6.36. Using the SignalP
program (Nielsen et al., 1997, Protein Engineering 10:1-6),
a signal peptide of 17 residues was predicted. Based on this
program, the predicted mature protein contains 401 amino
acids with a predicted molecular mass of 44.9 kDa and an
isoelectric pH of 6.89.

Example 4

Cloning of an Aspergillus oryzae Malate
Dehydrogenase Gene and Construction of
Expression Vector pSaMF21

Plasmid pSaMF21 was constructed to contain the NAD-
dependent malate dehydrogenase (mdh3) gene sequence
(DOGAN: A0090701000013), a 1430 bp fragment from
Aspergillus oryzae as described in PCT Application No.
PCT/US10/47002, filed Aug. 27, 2010. The nucleotide con-
struct of the genomic DNA sequence (SEQ ID NO: 7) and
deduced amino acid sequence (SEQ ID NO: 8) of the
Aspergillus oryzae NRRL 3488 malate dehydrogenase mdh3
gene are shown in FIG. 7. The genomic coding sequence of
1430 bp (including stop codon) is interrupted by 7 introns of
57 bp (14-70 bp), 70 bp (103-172 bp), 74 bp (284-357 bp),
68 bp (446-513 bp), 58 bp (892-949 bp), 48 bp (1035-1082
bp), and 62 bp (1228-1289 bp). The G+C content of the
coding region of the mdh3 gene is 50.3%. The correspond-
ing cDNA sequence (bold nucleotide sequence shown in
FIG. 7) is 993 bp, including one stop codon. The predicted
encoded protein is 330 amino acids with a predicted mass of
34.5 kDa and an isoelectric pH of 6.79.

Briefly, the plasmid was constructed by linearizing
pShTh60 (FIG. 1) by restriction digestion with Sex Al and
Pac 1. The digested vector was separated by 0.8% agarose
gel electrophoresis in TBE buffer and purified using a
QIAQUICK® Gel Extraction Kit. The mdh3 gene was
amplified from pShTh71 (PCT Application No. PCT/US10/
47002, filed Aug. 27, 2010) using primers 067522 and
067525.

Primer 067522:

(SEQ ID NO: 22)
5' - AGAACATCGTCCATAATGGT CAAAGCTGGTGAGTTA-3"
Primer 067525:

(SEQ ID NO: 23)

5'-GTGTCAGTCACCTCTAGTTATTACTTTGGTGGTGGGTTCT-3"
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The PCR reaction was composed of 5 ul 10x reaction
buffer, 1 ul pShTh71 template (87 ng/ul), 1 ul primer 067522
(100 ng/ul), 1 pl primer 067525 (100 ng/ul), 1 ul ANTP
mixture (10 mM), 45.5 pl deionized water, and 0.5 ul
Herculase® HotStart DNA polymerase (Stratagene, La
Jolla, Calif.,, USA). The amplification reaction was incu-
bated in an EPPENDORF® MASTERCYCLER® pro-
grammed for 1 cycle at 95° C. for 2 minutes; 10 cycles each
at 95° C. for 10 seconds, 58° C. for 30 seconds, and 72° C.
for 1.5 minutes; 20 cycles each at 95° C. for 10 seconds, 50°
C. for 30 seconds, and 72° C. for 1.5 minutes plus 10
seconds per cycle. The PCR reaction was subjected to a
restriction digest with Dpn I for 1 hour to degrade any
plasmid DNA template. The PCR product was then purified
using the MinElute® PCR Purification Kit (QIAGEN Inc.,
Valencia, Calif.,, USA). The purified PCR product was
inserted into the vector using an In-Fusion™ Advantage
reaction composed of 2 pl 5x buffer, 0.5 ul purified PCR
product (110 ng/ul), 1.7 pl gel-purified Sex Al and Pac I
restriction digested pShTh60 (FIG. 1; 78 ng/ul), 1 pl In-
Fusion™ enzyme and 4.8 pl deinonized water. The reaction
was incubated at 37° C. for 15 minutes followed by 50° C.
for 15 minutes after which it was placed on ice for 5 minutes
and diluted with 40 pl TE buffer resulting in pSaMF21 (FIG.
8). A 2 ul aliquot of the ligation reaction was transformed
into ONE SHOT® TOP10 chemically competent E. coli
cells (Invitrogen, San Diego, Calif., USA) according to the
manufacturer’s instructions. Transformants were plated onto
2XYT+amp plates and incubated at 37° C. overnight. The
resulting transformants were picked and subjected to DNA
sequencing to confirm that the mdh3 gene was successfully
integrated into the vector.

Example 5

Cloning of an Aspergillus oryzae Pyruvate
Carboxylase Gene and Construction of Expression
Vector pRyanl

Plasmid pRyanl was constructed to contain the pyruvate
carboxylase (pyc) gene sequence (DOGAN:
A0090023000801), a 3646 bp fragment from Aspergillus
oryzae (including two stop codons) as described in PCT
Application No. PCT/US10/47002, filed Aug. 27, 2010. The
nucleotide construct of the genomic DNA sequence (SEQ ID
NO: 9) and deduced amino acid sequence (SEQ ID NO: 10)
of the Aspergillus oryzae pyruvate carboxylase gene are
shown in FIGS. 9A and 9B. Both the Aspergillus oryzae
NRRL 3488 and ATCC 56747 pyruvate carboxylase genes
have the same nucleotide sequence. The G+C content of the
coding region of the gene is 57.1%. The genomic coding
sequence of 3643 bp (including one stop codon) is inter-
rupted by 1 intron of 61 bp (3475-3535 bp). The G+C
content of the coding region of the gene is 57.1%. The
corresponding cDNA sequence (bold nucleotide sequence
shown in FIGS. 9A and 9B) is 3582 bp, including one stop
codon. The predicted encoded protein is 1193 amino acids
with a predicted mass of 131 kDa.

Briefly, the plasmid was constructed by linearizing
pShTh60 (FIG. 1) by restriction digestion with Sex Al and
Pac 1. The digested vector was separated by 0.8% agarose
gel electrophoresis in TBE buffer and purified using a
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QIAQUICK® Gel Extraction Kit. The pyc gene was ampli-
fied from Aspergillus oryzae NRRL 3488 genomic DNA
using primers 066549 and 067388 shown below.

Primer 066549:

(SEQ ID NO: 24)
5' - TAGAACATCGTCCATAATGGCGGCTCCGTTTCGTCA-3"
Primer 067388:

(SEQ ID NO: 25)

5'-GTGTCAGTCACCTCTAGTTATTATTACGCTTTGACGATCT-3"

The PCR reaction was composed of 5 ul 10x reaction
buffer, 1 ul Aspergillus oryzae NRRL3488 genomic DNA
(110 ng/ul), 1 pl primer 066549 (100 ng/ul), 1 pl primer
067388 (100 ng/ul), 1 ul ANTP mixture (10 mM), 45.5 ul
deionized water, and 0.5 pl Herculase® HotStart DNA
polymerase. The amplification reaction was incubated in an
EPPENDORF® MASTERCYCLER® programmed for 1
cycle at 95° C. for 2 minutes; 10 cycles each at 95° C. for
10 seconds, 58° C. for 30 seconds, and 72° C. for 3.5
minutes; 20 cycles each at 95° C. for 10 seconds, 58° C. for
30 seconds, and 72° C. for 3.5 minutes plus 10 seconds per
cycle. The PCR product was then purified using a Min-
Elute® PCR Purification Kit.

The purified PCR product was inserted into the vector
using an In-Fusion™ Advantage reaction composed of 2 ul
5% buffer, 1 ul purified PCR product (144 ng/ul), 2 pl gel
purified Sex Al and Pac I restriction digested pShTh60 (FIG.
1; 78 ng/ul), 1 pl In-Fusion™ enzyme and 4 pl deionized
water. The reaction was incubated at 37° C. for 15 minutes
followed by 50° C. for 15 minutes after which it was placed
on ice for 5 minutes and diluted with 40 pl TE buffer
resulting in pRYANT (FIG. 10). A 2 pl aliquot of the ligation
reaction was transformed into ONE SHOT® TOP10 chemi-
cally competent E. coli cells according to the manufacturer’s
instructions. Transformants were plated onto 2XYT+amp
plates and incubated at 37° C. overnight. The resulting
transformants were picked and subjected to DNA sequenc-
ing to confirm that the pyc gene was successfully integrated
into the vector. Nucleotide 1308 was changed from C to T,
but did not affect the protein sequence.

Example 6

Transformation of Expression Vector Fragments of
pAmFs69, pRyanl, pSaMf21, pSaM{f36 into
Aspergillus oryzae NRRL3488 (ShTh6900)

Protoplast preparation and transformation of Aspergillus
oryzae NRRL.3488 were performed by inoculating approxi-
mately 2x107 spores into 100 ml YEG medium and incu-
bating the flask at 27° C. for 16-18 hours at 140 rpm.
Mycelia were collected by pouring the culture through a
sterile funnel lined with MIRACLOTH® and rinsing with
50 ml of 0.7 M KCl. The washed mycelia were resuspended
in a 125 ml flask with 20 ml of protoplasting solution
composed of 5 mg of GLUCANEX™ (Novozymes NS,
Bagsveerd, Denmark) and 0.5 mg of chitinase (Sigma, USA)
per ml of 0.7 M KClI (filter sterilized) and incubated at 34°
C., for 30 minutes with mixing at 80 rpm. The protoplasting
solution was poured through a sterile funnel lined with
MIRACLOTH® and rinsed with 50 m1 of STC composed of
1 M sorbitol-10 mM Tris-HC1 pH 6.5-10 mM CaCl,. The
flow-through was collected in two 50 ml polypropylene
tubes. The tubes were spun in the centrifuge at 1300xg for
10 minutes at room temperature. The supernatant was dis-
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carded and the protoplast pellet was resuspended in 20 ml of
STC buffer. The protoplasts were washed by two rounds
pellet resuspension in 20 ml of STC buffer and centrifuga-
tion at 1300xg for 10 minutes at room temperature. The final
pellet was resuspended in 2 ml of STC buffer. The proto-
plasts were counted by removing a 10 pl sample and
counting them in a haemocytometer (VWR, West Chester,
Pa., USA). The volume was adjusted with STC buffer to
obtain a protoplast concentration of 2x107 per ml.

The plasmid expression vectors pAmFs69 (Example 1),
pSaMF36 (Example 3), pSaMF21 (Example 4) and pRyanl
(Example 5) were individually prepared for transformation
by restriction digestion with Pme I for 4 hours at 37° C. The
approximately 5-6 kb expression cassettes from each con-
struct were separated from the vector sequences by 0.8%
agarose gel electrophoresis in TBE buffer, and purified using
a QIAQUICK® Gel Extraction Kit according to manufac-
turer’s instructions.

Four transformation reactions were prepared by adding
100 pl of protoplast preparation above into four 12 ml
polypropylene tubes. To each tube was added two micro-
grams of the digested pRyan! pyc fragment, and one micro-
gram each of the digested pAmFs69 btl fragment, digested
pSaMF36 C4T521 fragment, and the digested pSaMF21
mdh fragment to a 250 pl polyethylene glycol (PEG) solu-
tion (60% w/v polyethylene glycol (PEG), 10 mM Tris 6.5,
mM CaCl) followed by gentle mixing and incubation at 37°
C. for 30 minutes. Each transformation reaction was diluted
with 6 ml of STC buffer, followed by plating three separate
aliquots onto COVE plates. Each plate was then incubated
at 34° C. for 7-10 days. Sixty of the resulting transformants
(designated ShTh6900 transformants) were transferred to
individual COVE plates and incubated at 34° C. for 5 days.
Spore stocks were prepared by collecting the spores in 0.1%
TWEEN® 80. Cultures were stored by preparing a glycerol
stock of each (800 pl spore stock, 200 pl 0.1% TWEEN®
80) and frozen at -80° C.

Transformants were grown in shake flask and genomic
DNA isolated according to the description above. Individual
PCR reactions to test for the presence of each of the four
expression vector fragments were composed of 5 pl 10x
reaction buffer; 0.5 pl template (80-300 ng/ul); 1.0 ul for-
ward primer (50 pM; see below); 1.0 pl reverse primer (50
pM; see below); 0.5 ul ANTP mixture (10 mM), 16.75 ul
deionized water, and 0.25 ul Phusion® DNA polymerase.

Forward Primer 065067 (for the pRyanl pyc, pSaMf2l

mdh, and pSaMf36 C4T521 fragments) :

(SEQ ID NO: 46)
5' -TGACCTTCCACGCTGACCAC-3"
Forward Primer 0610854 (for the pAmFsé69 btl
fragment) :

(SEQ ID NO: 47)
5' -GGCTGAGAAAATATGTTGCA-3"'
Reverse Primer 0611365 (for the pSaMF3é C4T521
fragment) :

(SEQ ID NO: 48)
5' -GATAGACCACTAATCATGGTGGCGATGGAG-3"!
Reverse Primer 061752 (for the pRyanl pyc
fragment)

(SEQ ID NO: 49)

5' -TGCGGTCCTGAGTCAGGCCCAGTTGCTCGA-3"
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-continued

Reverse Primer 062400 (for the pSaMF21 mdh

fragment)

(SEQ ID NO: 50)
5' -GGGATTTGAACAGCAGAAGG-3"'
Reverse Primer 996270 (for the pAmFs69 btl
fragment)

(SEQ ID NO: 51)

5'-TCACAAAAGAGTAGAGGCCA-3"!

The amplification reactions were incubated in an EPPEN-
DORF® MASTERCYCLER® programmed for 1 cycle at
98° C. for 30 seconds; 35 cycles each at 98° C. for 10
seconds; 66° C. (for the pRyan1 pyc fragment) or 58° C. (for
the pAmFs69 btl, pSaMf21 mdh, and pSaMf36 C4T521
fragments) for 10 seconds; 72° C. for 15 seconds; and one
cycle of 72° C. for 10 minutes. Aspergillus oryzae NRRL
3488 genomic DNA (110 ng/ul) was used as a negative
control template and each plasmid (pRyanl, pAmFs69,
pSaMf21, or pSaMf36 diluted to 20 ng/ul) was used as
positive control template. Amplification reaction mixtures
were analyzed by gel electrophoresis using 2 pl of each
reaction mixture on a 0.8% agarose gel. Transformants
resulting in the expected PCR fragment sizes confirming
integration were then tested for production of malic acid as
described below.

Control transformants containing expression vector frag-
ments of pSaMF36, pSaMF21, and pRyanl, but lacking
pAmFs69 (designated SaMf3603 transformants) were pre-
pared and verified in a similar procedure to that described
above.

Example 7

Production of Malic Acid in Shake Flask Cultures
of Aspergillus oryzae Transformants Containing

Expression Vector Fragments of pAmFs69, pRyanl,
pSaMf21, and pSaMf36 (ShTh6900)

Spores from ShTh6900 transformants described in
Example 6 and Aspergillus oryzae NRRL 3488 as a control
were plated onto individual PDA plates and allowed to
sporulate at 34° C. for 5 to 7 days. Spores were collected in
0.1% TWEEN® 80 and counted using a hemacytometer.
Seed cultures were prepared in 250 ml flasks containing 100
ml of seed medium B and inoculated with 300 pl of spore
suspension. Seed cultures were grown for approximately 17
hours at 30° C. with shaking at 200 rpm. Acid production
cultures were prepared in 250 ml unbaffled flasks containing
50 ml of acid production medium C and 3 ml of the 17 hour
seed cultures. Cultures were incubated at 30° C. with
shaking at 200 rpm for 2-10 days.

Quantitation of malic acid for the shake flask culture
transformants was performed by Reverse Phase High Pres-
sure Liquid Chromatography (RP-HPLC) using an 1200
Series Binary L.C System and 1200 Series Diode Array
Detector (DAD) (Agilent Technologies, Santa Clara, Calif.
USA). Reverse phase separation was performed using an
Aqua 51 C18 125 A 205%x4.6 mm ID column and AQ C18
4x3.0 mm Security Guard Cartridge (Phenomenex, Inc.,
Torrance, Calif., USA). The mobile phase consisted of 10%
methanol (HPLC grade) and 90% 145 mM phosphate pH 1.5
buffer.

Whole culture samples were removed and diluted 1:10 in
HPLC Running Buffer composed of 850 ml of 64 mM
phosphate buffer and 150 ml of methanol pH 1.65. The
samples were then filtered through a 25 mm 0.45 micron
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polyethersulfone membrane (Whatman, Florham Park, N.J.,
USA) and 1.5 ml of the filtrates were placed into a HPLC
vial for acid analysis. The remaining amount of the shake
flask cultures were filtered through 3 layers of cheese cloth
and rinsed three times with 10 volumes of double distilled
sterile water to remove insoluble CaCOj. Cell pellets were
harvested from the cheese cloth, placed into a 15 ml culture
tube and stored at -20° C.

RP-HPLC was performed using an injection volume of 10
ul at a flow rate of 0.7 ml/minute (isocratic) with a column
temperature of 25° C. and run time of 11 minutes. Detection
was set at 210 nm, 8 nm bandwidth, with the reference at 360
nm, 40 nm bandwidth. The void time was determined to be
3.8 minutes. The quantitative capabilities of the reverse
phase method were determined for malic acid by performing
replicate injections of serially diluted malic acid standards
with concentrations ranging from 49.2-3.93 mM. The rela-
tive standard deviation for (RSD) for replicate injections
was 5%. Malic acid shows R*20.9999.

Aspergillus oryzae ShTh6900 transformants containing
expression vector fragments of pAmFs69, pRyanl,
pSaMf21, and pSaM{136 showed malic acid titers more than
two-fold over the Aspergillus oryzae NRRL 3488 control
strains, and higher than titers observed in separate experi-
ments with SaM1f3603 transformants (containing expression
vector fragments of pSaMF36, pSaMF21, and pRyanl, but
lacking the expression vector fragment of pAmFs69).

Example 8

Fermentation of Aspergillus oryzae Transformants
Containing Expression Vector Fragments of
pAmFs69, pRyanl, pSaM{f21, and pSaM{36

(ShTh6900)

Aspergillus oryzae ShTh6900 transformants described in
Example 7 and control transformant Aspergillus oryzae
SaMf3603 (containing expression vector fragments of
pSaMF36, pSaMF21, and pRyanl, but lacking the expres-
sion vector fragment of pAmFs69) were grown for approxi-
mately 7 days at 34° C. on PDA plates. A 5-6 ml volume of
sterile sodium phosphate buffer (50 mM, pH 6.8) containing
0.2% TWEEN® 80 was added to each plate and spores were
suspended by scraping with an inoculating loop. Each sus-
pension was transferred by pipette to a 50 ml conical tube.
For each tube, 25 ml of sterile sodium phosphate buffer (50
mM, pH 6.8) containing 0.2% TWEEN® 80 was added to a
500 ml unbaffled flask containing 75 ml of seed medium,
which was then inoculated with 2 ml of spore suspension.
The flasks were then incubated at 34° C. and 180 rpm for
about 24 hours. The seed flasks were combined to supply the
144 ml inoculum required per tank.

Three-liter fermentors containing 1.8 liters of fermentor
batch medium were individually inoculated by introducing
144 ml (8%) of the seed culture broth from three combined
seed flasks of either an Aspergillus oryzae ShTh6900 trans-
formants or an Aspergillus oryzae ShTh3603 transformants.
The fermentors were equilibrated at 34° C.x0.1° C. and
stirred at 500 rpm. Inlet air flow was maintained at 1 v/v/m.
A 25% glucose stream was administered at a rate of approxi-
mately 7.3 g/hr beginning at about 20 hours of fermentation.
Sterile CaCOj, (about 100 g) was added around day 5 to keep
the fermentation pH in the range of 6 to 7. Samples were
withdrawn daily and analyzed for malic acid production as
described in Example 6. Fermentation was completed after
7 or 8 days.
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The ShTh6900 transformants showed higher malic acid
titers than the SaMF3603 control strains, with a faster
production rate (especially over the first 72 hours) and a
more rapid consumption of glucose.

Example 9

Transformation of Expression Vector Fragments of
pShTh147 into Aspergillus oryzae M727 (ShTh147)

Protoplast preparation and transformation of Aspergillus
oryzae M727 (a mutant strain of ShTh6900 produced by
standard mutagenesis with NTG and selected for increased
C4 acid production) were performed by inoculating approxi-
mately 2x107 spores into 100 ml YEG medium and incu-
bating the flask at 27° C. for 16-18 hours at 140 rpm.
Mycelia were collected by pouring the culture through a
sterile funnel lined with MIRACLOTH® and rinsing with
50 ml of 0.7 M KCl. The washed mycelia were resuspended
in a 125 ml flask with 20 ml of protoplasting solution
composed of 5 mg of GLUCANEX™ (Novozymes A/S) and
0.5 mg of chitinase (Sigma) per ml of 0.7 M KCI (filter
sterilized) and incubated at 34° C., for 30 minutes with
mixing at 80 rpm. The protoplasting solution was poured
through a sterile funnel lined with MIRACLOTH® and
rinsed with 50 ml of STC composed of 1 M sorbitol-10 mM
Tris-HC1 pH 6.5-10 mM CaCl,. The flow-through was
collected in two 50 ml polypropylene tubes. The tubes were
spun in the centrifuge at 1300xg for 10 minutes at room
temperature. The supernatant was discarded and the proto-
plast pellet was resuspended in 20 ml of STC buffer. The
protoplasts were washed by two rounds pellet resuspension
in 20 ml of STC buffer and centrifugation at 1300xg for 10
minutes at room temperature. The final pellet was resus-
pended in 2 ml of STC buffer. The protoplasts were counted
by removing a 10 pl sample and counting them in a
haemocytometer (VWR). The volume was adjusted with
STC buffer to obtain a protoplast concentration of 2x107 per
ml.

The plasmid expression vectors pShTh147 (Example 2)
was prepared for transformation by restriction digestion with
Pme 1 for 4 hours at 37° C. The approximately 5.2 kb
expression cassette was separated from the vector sequences
by 0.8% agarose gel electrophoresis in TBE buffer, and
purified using a QIAQUICK® Gel Extraction Kit according
to manufacturer’s instructions.

Four transformation reactions were prepared by adding
100 ul of protoplast preparation above into four 12 ml
polypropylene tubes. To each tube was added two micro-
grams of the digested pShTh147 bt2 fragment to a 250 pl
polyethylene glycol (PEG) solution (60% w/v polyethylene
glycol (PEG), 10 mM Tris 6.5, 10 mM CacCl) followed by
gentle mixing and incubation at 37° C. for 30 minutes. Each
transformation reaction was diluted with 6 ml of STC buffer,
followed by plating three separate aliquots onto COVE
plates. Each plate was then incubated at 34° C. for 7-10
days. Forty of the resulting transformants (designated
ShTh147 transformants) were transferred to individual
COVE plates and incubated at 34° C. for 5 days. Spore
stocks were prepared by collecting the spores in 0.1%
TWEEN® 80. Cultures were stored by preparing a glycerol
stock of each (800 pul spore stock, 200 pl 0.1% TWEEN®
80) and frozen at -80° C.
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Example 10

Production of Malic Acid in Shake Flask Cultures
of Aspergillus oryzae Transformants Containing
Expression Vector Fragments of pAmFs69, pRyanl,
pSaMf21, pSaMf36, and pShTh147 (ShTh147)

Spores from ShThl47 transformants described in
Example 9 and Aspergillus oryzae NRRL 3488 as a control
were plated onto individual PDA plates and allowed to
sporulate at 34° C. for 5 to 7 days. Spores were collected in
0.1% TWEEN® 80 and counted using a hemacytometer.
Seed cultures were prepared in 250 mI. flasks containing 100
mL of seed medium B and inoculated with 1 mL of har-
vested spores. Seed cultures were grown for approximately
22 hours at 30° C. with shaking at 200 rpm. Acid production
cultures were prepared in 250 m[ unbafiled flasks contain-
ing 50 mL of acid production medium C and 3 mL of the 22
hour seed cultures. Cultures were incubated at 30° C. with
shaking at 200 rpm for 3 days.

Quantitation of malic acid for the shake flask culture
transformants was performed by Reverse Phase High Pres-
sure Liquid Chromatography (RP-HPLC) using an 1200
Series Binary L.C System and 1200 Series Diode Array

5 Detector (DAD) (Agilent Technologies, Santa Clara, Calif.

30

35

40

50

55

65

USA). Reverse phase separation was performed using an

Aqua 51 C18 125 A 205x4.6 mm ID column and AQ C18

4x3.0 mm Security Guard Cartridge (Phenomenex, Inc.,

Torrance, Calif., USA). The mobile phase consisted of 10%

methanol (HPLC grade) and 90% 145 mM phosphate pH 1.5

buffer.

Whole culture samples were removed and diluted 1:20 in
HPLC Running Buffer composed of 900 ml of 145 mM
phosphate buffer and 100 ml of methanol pH 1.50. The
samples were then filtered through a 96 well 0.45 micron
Durapore PVDF membrane into a 96 well plate for acid
analysis.

RP-HPLC was performed using an injection volume of 10
ul at a flow rate of 0.7 ml/minute (isocratic) and column
temperature at 20° C. Detection was at 210 nm, 4 nm
bandwidth, with the reference at 360 nm, 40 nm bandwidth.
The run time was 13 minutes. The void time was determined
to be 3.8 minutes. The quantitative capabilities of the reverse
phase method were determined for malic acid by performing
replicate injections of serially diluted malic acid standards
with concentrations ranging from 49.2-3.93 mM. The rela-
tive standard deviation for (RSD) for replicate injections
was =5%. Malic acid shows R*=0.9999.

After shake flask testing, six Aspergillus oryzae ShTh147
transformants were identified that produced malic acid at
levels above the M727 control, including two that were
improved 1.15x and 1.14x.

The present invention may be further described by the

following numbered paragraphs:

[1] A recombinant host cell comprising a heterologous
polynucleotide that encodes a bicarbonate transporter,
wherein the host cell is capable of producing a greater
amount of a C4-dicarboxylic acid compared to the host
cell without the heterologous polynucleotide when culti-
vated under the same conditions.

[2] The recombinant host cell of paragraph [1], wherein the
bicarbonate transporter is a sulfate-bicarbonate trans-
porter.

[3] The recombinant host cell of paragraph [1] or [2],
wherein the bicarbonate transporter is selected from:

(a) a polypeptide having at least 65%, e.g., at least 70%,
at least 75%, at least 80%, at least 85%, at least 90%, at least
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91%, at least 92%, at least 93%, at least 94%, at least 95%,

at least 96%, at least 97%, at least 98%, at least 99%, or

100% sequence identity to SEQ ID NO: 2 or 4, or the mature

polypeptide sequence thereof;

(b) a polypeptide encoded by a polynucleotide that
hybridizes under low stringency conditions, medium strin-
gency conditions, medium-high stringency conditions, high
stringency conditions, or very high stringency conditions
with (i) SEQ ID NO: 1 or 3, or the mature polypeptide
coding sequence thereof, (ii) the cDNA sequence of SEQ ID
NO: 1 or 3, or the mature polypeptide coding sequence
thereof; or (iii) the full-length complementary strand of (i) or
(ii);

(c) a polypeptide encoded by a polynucleotide having at
least 65%, e.g., at least 70%, at least 75%, at least 80%, at
least 85%, at least 85%, at least 90%, at least 91%, at least
92%, at least 93%, at least 94%, at least 95%, at least 96%,
at least 97%, at least 98%, at least 99%, or 100% sequence
identity to (iv) SEQ ID NO: 1 or 3, or the mature polypeptide
coding sequence thereof, (v) the cDNA sequence of SEQ ID
NO: 1 or 3, or the mature polypeptide coding sequence
thereof; or (vi) the full-length complementary strand of (iv)
or (v);

(d) a variant comprising a substitution, deletion, and/or
insertion of one or more (several) amino acids of SEQ ID
NO: 2 or 4, or the mature polypeptide sequence thereof; and

(e) a fragment of (a), (b), (c), or (d) that has bicarbonate
transporter activity.

[4] The recombinant host cell of any one of paragraphs
[1]-[3], wherein the bicarbonate transporter has at least
65%, e.g., at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, at least 91%, at least 92%, at least
93%, at least 94%, at least 95%, at least 96%, at least
97%, at least 98%, at least 99%, or 100% sequence
identity to SEQ ID NO: 2 or 4, or the mature polypeptide
sequence thereof.

[5] The recombinant host cell of any one of paragraphs
[1]-[4], wherein the bicarbonate transporter is encoded by
a polynucleotide that hybridizes under low stringency
conditions, medium stringency conditions, medium-high
stringency conditions, high stringency conditions, or very
high stringency conditions with (i) SEQ ID NO: 1 or 3, or
the mature polypeptide coding sequence thereof, (ii) the
c¢DNA sequence of SEQ ID NO: 1 or 3, or the mature
polypeptide coding sequence thereof;, or (iii) the full-
length complementary strand of (i) or (ii).

[6] The recombinant host cell of any one of paragraphs
[1]-[5], wherein the bicarbonate transporter is encoded by
a polynucleotide having at least 65%, e.g., at least 70%,
at least 75%, at least 80%, at least 85%, at least 85%, at
least 90%, at least 91%, at least 92%, at least 93%, at least
94%, at least 95%, at least 96%, at least 97%, at least
98%, at least 99%, or 100% sequence identity to (iv) SEQ
ID NO: 1 or 3, or the mature polypeptide coding sequence
thereof, (v) the cDNA sequence of SEQ ID NO: 1 or 3, or
the mature polypeptide coding sequence thereof; or (vi)
the full-length complementary strand of (iv) or (v).

[7] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of SEQ ID NO: 2 or 4, or the mature polypeptide
sequence thereof.

[8] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of SEQ ID NO: 2 or 4.

[9] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of SEQ ID NO: 2.
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[10] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of SEQ ID NO: 4.

[11] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of the mature polypeptide sequence of SEQ ID
NO: 2 or 4.

[12] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of the mature polypeptide sequence of SEQ ID
NO: 2.

[13] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter comprises or
consists of the mature polypeptide sequence of SEQ ID
NO: 4.

[14] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of SEQ ID NO: 2 or 4,
or the mature polypeptide sequence thereof.

[15] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of SEQ ID NO: 2 or 4.

[16] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of SEQ ID NO: 2.

[17] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of SEQ ID NO: 4.

[18] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of the mature poly-
peptide sequence of SEQ ID NO: 2 or 4.

[19] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of the mature poly-
peptide sequence of SEQ ID NO: 2.

[20] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a variant
comprising a substitution, deletion, and/or insertion of
one or more (several) amino acids of the mature poly-
peptide sequence of SEQ ID NO: 4.

[21] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a fragment
of SEQ ID NO: 2 or 4, wherein the fragment has bicar-
bonate transporter activity.

[22] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a fragment
of SEQ ID NO: 2, wherein the fragment has bicarbonate
transporter activity.

[23] The recombinant host cell of any one of paragraphs
[1]-[6], wherein the bicarbonate transporter is a fragment
of SEQ ID NO: 4, wherein the fragment has bicarbonate
transporter activity.

[24] The recombinant host cell of any one of paragraphs
[1]-[23], wherein the heterologous polynucleotide is oper-
ably linked to a promoter foreign to the polynucleotide.

[25] The recombinant host cell of any one of paragraphs
[1]-[24], further comprising a heterologous second poly-
nucleotide encoding a C4-dicarboxylic acid transporter
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(e.g., a heterologous polynucleotide encoding SEQ ID
NO: 6, 27, 29, 32, 34, 36, 39, 41, or 43, or any related
aspect thereof).

[26] The recombinant host cell of paragraph [25], wherein
the heterologous second polynucleotide is operably linked
to a promoter foreign to the polynucleotide.

[27] The recombinant host cell of any one of paragraphs
[1]-[26], further comprising a heterologous third poly-
nucleotide encoding a malate dehydrogenase (e.g., a het-
erologous polynucleotide encoding SEQ ID NO: 8 or 45,
or any related aspect thereof).

[28] The recombinant host cell of paragraph [27], wherein
the heterologous third polynucleotide is operably linked
to a promoter foreign to the polynucleotide.

[29] The recombinant host cell of any one of paragraphs
[1]-[28], further comprising a heterologous forth poly-
nucleotide encoding a pyruvate carboxylase (e.g., a het-
erologous polynucleotide encoding SEQ ID NO: 10, or
any related aspect thereof).

[30] The recombinant host cell of paragraphs [29], wherein
the heterologous forth polynucleotide is operably linked
to a promoter foreign to the polynucleotide.

[31] The recombinant host cell of any one of paragraphs
[1]-[24], further comprising a heterologous second poly-
nucleotide encoding a C4-dicarboxylic acid transporter, a
heterologous third polynucleotide encoding a malate
dehydrogenase, and a heterologous forth polynucleotide
encoding a pyruvate carboxylase.

[32] The recombinant host cell of any one of paragraphs
[1]-[31], wherein the host cell is a eukaryotic host cell.

[33] The recombinant host cell of paragraph [32], wherein
the host cell is a filamentous fungal host cell.

[34] The recombinant host cell of paragraph [33], wherein
the host cell is selected from the group consisting of an
Acremonium, Aspergillus, Aureobasidium, Bjerkandera,
Ceriporiopsis, Chrysosporium, Coprinus, Coriolus,
Cryptococcus, Filibasidium, Fusarium, Humicola, Mag-
naporthe, Mucor, Myceliophthora, Neocallimastix, Neu-
rospora, Paecilomyces, Penicillium, Phanerochaete,
Phlebia, Piromyces, Pleurotus, Rhizopus, Schizophyllum,
Talaromyces, Thermoascus, Thielavia, Tolypocladium,
Trametes, and Trichoderma.

[35] The recombinant host cell of paragraph [34], wherein
the host cell is an Aspergillus host cell.

[36] The recombinant host cell of paragraph [35], wherein
the host cell is an Aspergillus oryzae host cell.

[37] The recombinant host cell of paragraph [35], wherein
the host cell is an Aspergillus niger host cell.

[38] The recombinant host cell of any one of paragraphs
[1]-[37], wherein the C4-dicarboxylic acid is selected
from malic acid, succinic acid, oxaloacetic acid, malonic
acid, and fumaric acid.

[39] The recombinant host cell of paragraph [38], wherein
the C4-dicarboxylic acid is malic acid.

[40] The recombinant host cell of any one of paragraphs
[1]-[39], wherein the cell is capable of C4-dicarboxylic
acid volumetric productivity greater than about 0.1 g/l
per hour, e.g., greater than about 0.2 g/L. per hour, 0.5 g/LL
per hour, 0.6 g/L. per hour, 0.7 gL per hour, 0.8 g/L. per
hour, 0.9 g/LL per hour, 1.0 g/L. per hour, 1.1 g/L. per hour,
1.2 g/L. per hour, 1.3 g/LL per hour, 1.5 g/LL per hour, 1.75
g/L per hour, 2.0 g/LL per hour, 2.25 g/L. per hour, 2.5 g/L.
per hour, or 3.0 g/LL per hour; or between about 0.1 g/L. per
hour and about 2.0 g/L. per hour, e.g., between about 0.3
g/L per hour and about 1.7 g/L. per hour, about 0.5 g/L per
hour and about 1.5 g/L. per hour, about 0.7 g/L. per hour
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and about 1.3 g/L. per hour, about 0.8 g/, per hour and
about 1.2 g/L. per hour, or about 0.9 g/L. per hour and about
1.1 g/LL per hour.

[41] The recombinant host cell of any one of paragraphs
[1]-[40], wherein the host cell is capable of producing a
greater amount of the C4-dicarboxylic acid by at least 5%,
e.g., at least 10%, at least 15%, at least 20%, at least 25%,
at least 30%, at least 50%, or at least 100% compared to
the host cell without the heterologous polynucleotide that
encodes the bicarbonate transporter, when cultivated
under the same conditions.

[42] A composition comprising the recombinant host cell of
any one of paragraphs [1]-[41].

[43] The composition of paragraph [42], wherein the
medium is a fermentable medium.

[44] The composition of paragraph [42] or [43], further
comprising a C4-dicarboxylic acid.

[45] The composition of paragraph [44], wherein the C4-di-
carboxylic acid is selected from malic acid, succinic acid,
oxaloacetic acid, malonic acid, and fumaric acid.

[46] The composition of paragraph [45], wherein the C4-di-
carboxylic acid is malic acid.

[47] The composition of any one of paragraphs [42]-[46],
wherein the C4-dicarboxylic acid is at a titer greater than
about 10 g/L, e.g., greater than about 25 g/, 50 g/L,, 75
g/L, 100 g/L, 125 g/L, 150 g/L, 160 g/L, 170 g/L, 180 /L,
190 g/L, 200 g/L, 210 g/L, 225 g/L, 250 g/L, 275 g/L, 300
g/L, 325 g/L, 350 g/L, 400 g/L, or 500 g/L; or between
about 10 g/L. and about 500 g/I, e.g., between about 50
g/ and about 350 g/L, about 100 g/L. and about 300 /L.,
about 150 g/L. and about 250 g/L., about 175 g/I. and about
225 g/1., or about 190 g/I. and about 210 g/L.

[48] A method of producing a C4-dicarboxylic acid, com-
prising:

(a) cultivating the recombinant host cell of any one of

paragraphs [1]-[41] in a medium under suitable conditions to
produce the C4-dicarboxylic acid; and

(b) recovering the C4-dicarboxylic acid.

[49] The method of paragraph [48], wherein the medium is
a fermentable medium.

[50] The method of paragraph [48] or [49], wherein the
C4-dicarboxylic acid is at a titer greater than about 10 g/L,
e.g., greater than about 25 g/I., 50 g/L, 75 g/L, 100 g/L,
125 ¢/L, 150 g/L, 160 g/L, 170 g/L, 180 g/L, 190 g/L, 200
g/L, 210 g/L, 225 g/L, 250 g/L, 275 g/L, 300 g/L, 325 g/L,,
350 g/L, 400 g/L, or 500 g/L; or between about 10 g/I. and
about 500 g/I, e.g., between about 50 g/I. and about 350
g/L, about 100 g/IL and about 300 g/L, about 150 g/, and
about 250 g/L, about 175 g/LL and about 225 g/L., or about
190 g/LL and about 210 g/L..

[51] The method of any one of paragraphs [48]-[50],
wherein the amount of the produced C4-dicarboxylic acid
is at least 5%, e.g., at least 10%, at least 15%, at least 20%,
at least 25%, at least 30%, at least 50%, or at least 100%
greater compared to cultivating the host cell without the
polynucleotide encoding that encodes the bicarbonate
transporter under the same conditions.

[52] The method of any one of paragraphs [48]-[51],
wherein the C4-dicarboxylic acid is selected from malic
acid, succinic acid, oxaloacetic acid, malonic acid, and
fumaric acid.

[53] The method of paragraph [52], wherein the C4-dicar-
boxylic acid is malic acid.

The invention described and claimed herein is not to be

limited in scope by the specific aspects herein disclosed,

since these aspects are intended as illustrations of several
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aspects of the invention. Any equivalent aspects are intended in the art from the foregoing description. Such modifications
to be within the scope of this invention. Indeed, various are also intended to fall within the scope of the appended
modifications of the invention in addition to those shown claims. In the case of conflict, the present disclosure includ-
and described herein will become apparent to those skilled ing definitions will control.

SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 57

<210> SEQ ID NO 1

<211> LENGTH: 2503

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 1

atggaatcca gegetgtaca ggagecgact caacageget ctttgeggga tcegeattttt 60
aacctettte gtacctette ctcaaatgat geccegggte tteeggcaag actcegtaace 120
gctgagageg cagcgcaaaa cgaagggteyg gegttaatet atcegecacyg ggagectgat 180
gcaaggactc gtcttectega atcgtacgat cgeggggaac gtggtetgag gaactcegge 240
gttcatggga ctttttectte acgacctgaa caggaagaaa tccaaaaatyg ggatgcaagce 300
tctttgcaga atgectggtaa cgaagaaaga tctcagtcece caggaggage agacggccat 360
attgggtcte cecggegacgt ctcaggatac ccacagggac cagagaatat accatcgeta 420
gactcctett tcacagcatt gcacatgaag aatcataaat ctetgtaggt ttataatcac 480
gttegecctyg ctttetaaca caattgttat ctecategtg gagacaacta acgttcatca 540
aggtatatat cttactacat cccattttte aattggatta ctcaataccg gtggtcgtac 600
attcgaggtyg atttggttge tgcgacaacce attgegtcca tctatatcce tatggetttg 660
tcecttatect caaatctege ccacgcacct cctatcaatg gectctacte ttttgtgate 720
aaccctttea tectatgegat cttegggage agecegetgt taatagtggg cccagaagca 780
gcaggctect tgcttactgg cacgattgtce aaaactagtg tcagaccagg cccatctggt 840
gaggacgacg aagtagcgaa tgccategtyg gteggeatag ccactgcaat ggegggegec 900
atgatactga tcgetggget tacacggetyg ggatttetgg acaatgtget gagecggece 960

tttcttaggg gtttcattac agcgatcggt tttgtgattt ttgtggatca actcatccce 1020
gaagtcggat tgaccgagct agcaaaggaa gctggtgtta cccatgggac tacagttgac 1080
aagctcatgt tccttataag aaacatagga ggttgccatg cgcttacaac cgecggtggcet 1140
tttgggagct ttgctattat aatggtattt cggttagtgt tggtgactcg gaagcctggt 1200
gcttagactg attaccatta caggactctc aagaaaatgc tccagccgeg gtatcctcag 1260
gtgatttatc ttccggaccg aattctecgta gttattettt cagccecgtceccet gacatggcat 1320
cttggttggg atgacaaagg gttggagatt cttgggccct tgaaacaaaa tgccaatggce 1380
ctttttgegt tcaaatggcce tttceccagttt agccagatga agcatgtacg cgctgcaatg 1440
agtacttctt tcgtcatcge gttacttgge tttttecgagt cttetgttge cgccaaggga 1500
cttagtggcg aggccagaca agaaggtgtc cagggaatgc ctgtcagtgce taacagagag 1560
atggtggcgce tgggtcttge taatactgtg gggggetgtt tcatggeget tectgegttt 1620
ggtggctatg caagaagcaa agtcaacgct tcaactggag ctecggtctec gatgagcagce 1680
attttcctga gcattattac ctttgtttgt atcatggtgc ttttgccgta cttatactat 1740
cttceggtga gtctcgacce caaatacttce cgagcgaagg ctgagaaaat atgttgcaat 1800
aattcagaaa gccgttettt cttctatgat atctgtegtce gcattcagtce tcattgaaga 1860

atgtcctcac gacgtggcett tectttatcecg actgcgegga tggacggagce tagccctaat 1920
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-continued
gcttetcate tttgtctcga ctattttecta ttctctagag ctgggaattg cceccttggtat 1980
tggcctttet atcttgatcce ttattcgcca ttctacgcag cctceggatce aaattcetggg 2040
taagatagca ggcactaccg accgtttcga taacgctgaa ctccaccceg agagcgttga 2100
gttaatcgaa ggcgcgctta ttgttaagat cccggaaccg ctcacctttg ccaatactgg 2160
tgagctcaag aatcgtctte ggcggttgga attatatggce agtagccgag cgcaccctte 2220
tcttecccece acgcgcaccee ccgaacataa caagaatatt atatttgatg ttcatggtgt 2280
tactagcatc gatggttccg gtacgcaagt cttatatgag attgtggacg gatatgcaga 2340
ccagggggtc agcgtcttet tetgeccgegt cgcaactcege aatgttttece gecatgtttga 2400
acgaagtgga attgtggaac gatgcggtgg gataacgcac ttcgttcatg gtgtcgacga 2460
agccctecge cttgccgaat cggaagacga gattgaaatc tga 2503

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 2
H: 770
PRT

<213> ORGANISM: Aspergillus oryz

<400> SEQUENCE: 2

Met Glu Ser
1

Asp Arg Ile
Gly Leu Pro
35

Gly Ser Ala
50

Leu Leu Glu
65

Val His Gly

Trp Asp Ala

Ser Pro Gly
115

Gly Tyr Pro
130

Thr Ala Leu
145

Ile Pro Phe

Gly Asp Leu

Ala Leu Ser
195

Leu Tyr Ser
210

Ser Pro Leu
225

Gly Thr Ile

Asp Glu Val

Ser Ala Val Gln Glu

5

Phe Asn Leu Phe Arg

20

Ala Arg Leu Val Thr

40

Leu Ile Tyr Pro Pro

55

Ser Tyr Asp Arg Gly

70

Thr Phe Ser Ser Arg

85

Ser Ser Leu Gln Asn

100

Gly Ala Asp Gly His

120

Gln Gly Pro Glu Asn

135

His Met Lys Asn His
150

Phe Asn Trp Ile Thr

165

Val Ala Ala Thr Thr

180

Leu Ser Ser Asn Leu

200

Phe Val Ile Asn Pro

215

Leu Ile Val Gly Pro
230

Val Lys Thr Ser Val

245

Ala Asn Ala Ile Val

260

ae

Pro

Thr

25

Ala

Arg

Glu

Pro

Ala

105

Ile

Ile

Lys

Gln

Ile

185

Ala

Phe

Glu

Arg

Val
265

Thr

10

Ser

Glu

Glu

Arg

Glu

90

Gly

Gly

Pro

Ser

Tyr

170

Ala

His

Ile

Ala

Pro
250

Gly

Gln

Ser

Ser

Pro

Gly

75

Gln

Asn

Ser

Ser

Leu

155

Arg

Ser

Ala

Tyr

Ala
235

Gly

Ile

Gln Arg Ser

Ser Asn Asp
30

Ala Ala Gln
45

Asp Ala Arg
60

Leu Arg Asn

Glu Glu Ile

Glu Glu Arg
110

Pro Gly Asp
125

Leu Asp Ser
140

Tyr Ile Ser

Trp Ser Tyr

Ile Tyr Ile
190

Pro Pro Ile
205

Ala Ile Phe
220

Gly Ser Leu

Pro Ser Gly

Ala Thr Ala
270

Leu Arg
15

Ala Pro

Asn Glu

Thr Arg

Ser Gly
80

Gln Lys
95

Ser Gln

Val Ser

Ser Phe

Tyr Tyr
160

Ile Arg
175

Pro Met

Asn Gly

Gly Ser

Leu Thr
240

Glu Asp
255

Met Ala
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60

Gly

Asn

Phe

305

Leu

Met

Lys
Ile
385

Asp

Gly

Phe

Glu

465

Leu

Phe

Ser

Met

Ser

545

Asp

Met

Ile

Thr

Arg

625

Gly

Gly

Arg

Ala

Val

290

Val

Ala

Phe

Ala

Met

370

Leu

Asp

Leu

Arg

Glu

450

Gly

Gly

Gly

Pro

Val

530

Met

Val

Leu

Ala

Gln

610

Phe

Ala

Glu

Ala

Met

275

Leu

Ile

Lys

Leu

Phe

355

Leu

Val

Lys

Phe

Ala

435

Ser

Val

Leu

Gly

Met

515

Leu

Ile

Ala

Leu

Leu

595

Pro

Asp

Leu

Leu

His
675

Ile

Ser

Phe

Glu

Ile

340

Gly

Gln

Val

Gly

Ala

420

Ala

Ser

Gln

Ala

Tyr

500

Ser

Leu

Ser

Phe

Ile

580

Gly

Arg

Asn

Ile

Lys
660

Pro

Leu

Arg

Val

Ala

325

Arg

Ser

Pro

Ile

Leu

405

Phe

Met

Val

Gly

Asn

485

Ala

Ser

Pro

Val

Phe

565

Phe

Ile

Ile

Ala

Val
645

Asn

Ser

Ile

Pro

Asp

310

Gly

Asn

Phe

Arg

Leu

390

Glu

Lys

Ser

Ala

Met

470

Thr

Arg

Ile

Tyr

Val

550

Ile

Val

Gly

Gln

Glu
630
Lys

Arg

Leu

Ala

Phe

295

Gln

Val

Ile

Ala

Tyr

375

Ser

Ile

Trp

Thr

Ala

455

Pro

Val

Ser

Phe

Leu

535

Ala

Arg

Ser

Leu

Ile

615

Leu

Ile

Leu

Pro

Gly

280

Leu

Leu

Thr

Gly

Ile

360

Pro

Ala

Leu

Pro

Ser

440

Lys

Val

Gly

Lys

Leu

520

Tyr

Phe

Leu

Thr

Ser

600

Leu

His

Pro

Arg

Pro
680

Leu

Arg

Ile

His

Gly

345

Ile

Gln

Val

Gly

Phe

425

Phe

Gly

Ser

Gly

Val

505

Ser

Tyr

Ser

Arg

Ile

585

Ile

Gly

Pro

Glu

Arg
665

Thr

Thr

Gly

Pro

Gly

330

Cys

Met

Val

Leu

Pro

410

Gln

Val

Leu

Ala

Cys

490

Asn

Ile

Leu

Leu

Gly

570

Phe

Leu

Lys

Glu

Pro
650

Leu

Arg

Arg

Phe

Glu

315

Thr

His

Val

Ile

Thr

395

Leu

Phe

Ile

Ser

Asn

475

Phe

Ala

Ile

Pro

Ile

555

Trp

Tyr

Ile

Ile

Ser

635

Leu

Glu

Thr

Leu

Ile

300

Val

Thr

Ala

Phe

Tyr

380

Trp

Lys

Ser

Ala

Gly

460

Arg

Met

Ser

Thr

Lys

540

Glu

Thr

Ser

Leu

Ala

620

Val

Thr

Leu

Pro

Gly

285

Thr

Gly

Val

Leu

Arg

365

Leu

His

Gln

Gln

Leu

445

Glu

Glu

Ala

Thr

Phe

525

Ala

Glu

Glu

Leu

Ile

605

Gly

Glu

Phe

Tyr

Glu
685

Phe

Ala

Leu

Asp

Thr

350

Thr

Pro

Leu

Asn

Met

430

Leu

Ala

Met

Leu

Gly

510

Val

Val

Cys

Leu

Glu

590

Arg

Thr

Leu

Ala

Gly

670

His

Leu

Ile

Thr

Lys

335

Thr

Leu

Asp

Gly

Ala

415

Lys

Gly

Arg

Val

Pro

495

Ala

Cys

Leu

Pro

Ala

575

Leu

His

Thr

Ile

Asn
655

Ser

Asn

Asp

Gly

Glu

320

Leu

Ala

Lys

Arg

Trp

400

Asn

His

Phe

Gln

Ala

480

Ala

Arg

Ile

Ser

His

560

Leu

Gly

Ser

Asp

Glu
640
Thr

Ser

Lys
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62

Asn Ile Ile
690

Thr Gln Val
705

Ser Val Phe
Glu Arg Ser
His Gly Val

755
Glu Ile

770

<210> SEQ I
<211> LENGT.
<212> TYPE:

Phe Asp Val His Gly

695

Leu Tyr Glu Ile Val
710

Phe Cys Arg Val Ala

725

Gly Ile Val Glu Arg

740

Asp Glu Ala Leu Arg

D NO 3
H: 2657
DNA

760

Val Thr Ser
Asp Gly Tyr
715

Thr Arg Asn
730

Cys Gly Gly
745

Leu Ala Glu

<213> ORGANISM: Aspergillus oryzae

<400> SEQUE:

atgccgggcg

atccectacce

ttcteegteg

tggctgaagg

cctttectet

ggtaagagce

tgcaggegte

aaacctacct

ttttgccace

tatcttgcta

gtaagatagt

cectgtttgge

ttatcgtgga

atatctgete

attctaccta

cegecatggyg

gegcegaagaa

tgttegtgat

acccgeggtt

aggtaaattc

tgcttatcga

atccctcetcea

gttacccage

cceccacttge

ctgtcttett

acctcattac

tcattttctt

NCE: 3

atctcaaaac

gtgatcctet

gaacgatcga

aagtctgece

cgtggattac

tttccactgt

acggtcggtg

gtagagtatg

tcaaaggata

atatagtatc

tgccgaggceg

tatcatttgt

tttcattcct

cggacaggtce

tctggttate

tgtcagtget

gttecccegt

cttgttectat

caagcteetyg

gaggatcatc

acacatcget

ggagctggtt

gactggatcg

cggtgttatt

ttacatcceg

cccaccaaac

tatcggtgtt

caaaattggt

cggagttcat

cacatactcc

tagctggeat

gaggtacaac

gtttgatttg

ctgtggtegt

gtctctatte

tcaccattgg

ttecectgtte

caaacgaagc

ggagcegtgg

ctgccggeaa

aaagacatgc

atcaacaccc

ttagctatge

catgccaagg

acgatgatca

ggtaaagttce

agcgcatttyg

atctcgaaat

getattggty

ttctececcgaa

actgcggttyg

aaagcttece

accgtttace

atcgtgactg

cacggcgcgyg

getgacccag

tatctecgage

caggtgggcc

ttgcaatggt

atcgacaagt

tcegcaggga

ctcgttcatg

tgtaagtcat

agccggtggc

tcccagatgt

tttgcgetat

tttcagettt

tgggagagac

tcaagcatct

tgtacattat

tttggttett

gtgcegetgt

ctegtggttt

ctagcgaact

cectttggeey

tgtcgaactt

ctgcaatcaa

ttgtcctect

ttgctggtgt

agttctggeg

tcttcaccac

Ile Asp Gly
700

Ala Asp Gln

Val Phe Arg

Ile Thr His

750

Ser Glu Asp
765

ccaaggectt
tcacacgagg
ccgaacccac
gttattttta
tgctgggaga
agacaacata
atggcctacyg
ggtgttctca
tctgcaccca
tgtcatgtct
cgaagggcat
gggectgett

catgacgggt

ggccgactte
tccctecgea
cegttegggt
cgtttegact
gaacttgcac
ccaacatgeg
tcectgetteg
tgtcaacaac
gettggaceg
atcgaaagcg
cgccatttac
catcattcat
cgtgtecect

gattgagatc

Ser Gly
Gly Val
720

Met Phe
735

Phe Val

Glu Ile

ggggatcaag
cgagtcgatg
tccegetgaa
caacctttte
tatgattgece
ctcattggaa
ctaaactgge
tttattggtt
tgtcagcatyg
acccttacag
gtaatcgect
cggetgggat
tccgecatca
tcgacgaaag
aaaatcgatg
tgcaattatg
ttgcgcacag
cggeggteta
getgteccte
attattgtcc
tacacaattg
ttecettggty
ggtgtccgca
getetgeceg
gcagteggtyg
ctggatgega

ggcatttact

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620
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-continued
gtaccgtttyg tgtgtctgtt gccattctge tgttcecgegt cgccaaggcece cgcggtcaat 1680
tcttaggaag agtcactatc cactcggtga tcggtgacca tctggtacag gatgatggga 1740
aatatgggtc tgccaactcc cctaatgctg ccagcgatga caaagatgaa ttgagccggt 1800
ctatcttett gectatcaac cacacggacg gatcgaatcc cgatgtcgag gtgcagcaac 1860
cttatcctgg tatcttcatc taccgattct cggaaggatt caactacccce aatgccaatce 1920
actacaccga ttatttggtc cagactatct tcaagcatac acgtcgcaca aatccgttcet 1980
cctacggtaa accgggtgat cggccatgga ataatcctgg cecctecgcagg ggcaagtcetg 2040
aagatgacga gtcgcatttg cccttactge aggctgtcat tecttgactte tcatccgtca 2100
acaatgttga tgtgacctcg gtccagaacc tcatcgatgt ccgcaatcaa ctcgacctcet 2160
acgcttegece taagactgtg cagtggcact ttgctcatat taacaaccgce tggacgaaac 2220
gagceccttge agcagcaggt tteggcttcece catcteccgga ctecggatgaa ggattccaga 2280
gatggaagcc aattttcagc gtggctgaga tcgaaggcag tgcctcectgcece gcagctceatg 2340
cagagatggt gaacaacaga cacacccagc ataacatcaa gagcgaagac ctcgagcatg 2400
gectcaagea cgattcagag accaccgagce gtgagacaca cggcatcgaa gaatcctecg 2460
atgccagcag cacccgggag gacaagttge aacgggacct gaaggatage aaggcttace 2520
gcagtcgeceg aagggtcgcet atggtgcagg gcectcaaccg gccattcectte cacatcgacce 2580
tgactagtgce actgcagagt gecttggeca acgegggega gcagecggac cctaaaatga 2640
atgtccttga tgcatag 2657

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 4
H: 843
PRT

<213> ORGANISM: Aspergillus oryz

<400> SEQUENCE: 4

Met Pro Gly
1

Leu Gly Ile

Pro Val Thr
35

Tyr Ser Tyr
50

Val Cys Pro
65

Pro Phe Leu

Asp Met Ile

Met Ala Tyr
115

Ser Ser Phe
130

Asp Ile Thr
145

Ile Val Ala

Ile Ala Ser

Asp Leu Lys Thr Lys

5

Lys Ile Pro Tyr Arg

20

Arg Gly Glu Ser Met

40

Leu Glu Pro Glu Pro

55

Ser Trp His Gln Val

Ser Trp Ile Thr Arg

85

Ala Gly Val Thr Val

100

Ala Lys Leu Ala Asn

120

Met Gly Val Leu Ile

135

Ile Gly Pro Val Ala
150

Glu Ala Gln Thr Lys

165

Cys Leu Ala Ile Ile

ae

Ile

Asp

Phe

Thr

Gly

Tyr

Gly

105

Leu

Tyr

Val

Leu

Cys

Gly

10

Pro

Ser

Pro

Arg

Asn

90

Ala

Pro

Trp

Met

Pro
170

Gly

His

Leu

Val

Ala

Tyr

75

Leu

Val

Val

Phe

Ser
155

Asp

Ala

Gly Ala Ala

Gly Val His

Gly Thr Ile
45

Glu Trp Leu
60

Phe Tyr Asn

Gln Trp Leu

Val Val Pro
110

Glu Tyr Gly
125

Phe Ala Thr
140
Thr Leu Thr

Val Glu Gly

Val Val Cys

Lys Ala
15

Ala Asp

Asp Thr

Lys Glu

Leu Phe
80

Leu Gly
95

Gln Gly

Leu Tyr

Ser Lys

Gly Lys
160

His Val
175

Ala Met
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Gly

Ile

225

Thr

Ile

Arg

Tyr
305

Arg

Pro

Ser

385

Pro

Ala

Leu

Asn

465

Phe

Ile

Ala

Ile

Ser

545

Phe

Gln

Leu

Ser

210

Lys

Tyr

Asp

Ser

Trp

290

Thr

Phe

Pro

Ala

Phe

370

Ala

Ala

Arg

Ile

Ala

450

Thr

Phe

Tyr

Lys

Gly

530

Pro

Leu

Gln

Tyr

Leu

195

Ala

Asp

Leu

Ala

Gly

275

Phe

Met

Lys

Gln

Ser

355

Gly

Ile

Thr

Thr

Tyr

435

Gly

Val

Ile

Cys

Ala

515

Asp

Asn

Pro

Pro

Pro
595

180

Arg

Phe

Met

Val

Ala

260

Cys

Phe

Ile

Leu

Val

340

Ile

Arg

Gly

Gly

Pro

420

Ala

Val

Tyr

Gly

Thr

500

Arg

His

Ala

Ile

Tyr
580

Asn

Leu

Met

Leu

Ile

245

Met

Asn

Val

Ser

Leu

325

Asn

Ile

Val

Val

Ser

405

Leu

Leu

Ile

Gln

Val

485

Val

Gly

Leu

Ala

Asn
565

Pro

Ala

Gly

Thr

Gly

230

Ile

Gly

Tyr

Ser

Ala

310

Gly

Ser

Val

Asn

Ser

390

Phe

Ala

Pro

Ile

Phe

470

Ile

Cys

Gln

Val

Ser
550
His

Gly

Asn

Phe

Gly

215

Glu

Asn

Val

Gly

Thr

295

Ala

Lys

Arg

Leu

Asn

375

Asn

Ser

Gly

Ala

His

455

Trp

Val

Val

Phe

Gln

535

Asp

Thr

Ile

His

Ile

200

Ser

Thr

Thr

Ser

Ala

280

Leu

Val

Val

Ile

Leu

360

Tyr

Leu

Arg

Val

Val

440

Ala

Arg

Thr

Ser

Leu

520

Asp

Asp

Asp

Phe

Tyr
600

185

Val

Ala

Ala

Leu

Ala

265

Lys

Arg

Asn

Pro

Ile

345

Ile

Thr

Leu

Thr

Ile

425

Phe

Val

Val

Val

Val

505

Gly

Asp

Lys

Gly

Ile
585

Thr

Asp

Ile

Asp

Lys

250

Leu

Lys

Thr

Leu

Arg

330

Ser

Glu

Ile

Gly

Ala

410

Thr

Phe

Gly

Ser

Phe

490

Ala

Arg

Gly

Asp

Ser
570

Tyr

Asp

Phe

Asn

Phe

235

His

Ala

Phe

Val

His

315

Gly

Ala

His

Asp

Pro

395

Ile

Ala

Tyr

Asp

Pro

475

Thr

Ile

Val

Lys

Glu
555
Asn

Arg

Tyr

Ile

Ile

220

Ser

Leu

Met

Pro

Phe

300

Arg

Phe

Phe

Ile

Pro

380

Phe

Lys

Val

Ile

Leu

460

Leu

Thr

Leu

Thr

Tyr

540

Leu

Pro

Phe

Leu

Pro

205

Cys

Thr

Pro

Leu

Arg

285

Val

Arg

Gln

Ala

Ala

365

Ser

Leu

Ser

Val

Pro

445

Ile

Asp

Ile

Leu

Ile

525

Gly

Ser

Asp

Ser

Val
605

190

Leu

Ser

Lys

Ser

Tyr

270

His

Ile

Ser

His

Ser

350

Ile

Gln

Gly

Lys

Val

430

Lys

Thr

Ala

Glu

Phe

510

His

Ser

Arg

Val

Glu
590

Gln

Pro

Gly

Asp

Ala

255

Ile

Ala

Leu

Asn

Ala

335

Glu

Ser

Glu

Gly

Ala

415

Leu

Ala

Pro

Ile

Ile

495

Arg

Ser

Ala

Ser

Glu
575

Gly

Thr

Ala

Gln

Ser

240

Lys

Ile

Lys

Phe

Pro

320

Ala

Leu

Lys

Leu

Tyr

400

Gly

Leu

Ser

Pro

Ile

480

Gly

Val

Val

Asn

Ile
560
Val

Phe

Ile
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Phe Lys His
610

Asp Arg Pro
625

Asp Glu Ser

Ser Val Asn

Arg Asn Gln

675

Phe Ala His
690

Gly Phe Gly
705

Lys Pro Ile

Ala His Ala

Ser Glu Asp

755

Arg Glu Thr
770

Glu Asp Lys
785

Arg Arg Arg

Ile Asp Leu

Gln Pro Asp
835

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

Thr Arg Arg Thr Asn

615

Trp Asn Asn Pro Gly
630

His Leu Pro Leu Leu

645

Asn Val Asp Val Thr

660

Leu Asp Leu Tyr Ala

680

Ile Asn Asn Arg Trp

695

Phe Pro Ser Pro Asp
710

Phe Ser Val Ala Glu

725

Glu Met Val Asn Asn

740

Leu Glu His Gly Leu

760

His Gly Ile Glu Glu

775

Leu Gln Arg Asp Leu
790

Val Ala Met Val Gln

805

Thr Ser Ala Leu Gln

820

Pro Lys Met Asn Val

D NO 5
H: 1257
DNA

<400> SEQUENCE: 5

atgcacgacc

gectgegaga

atcagcaata

ttcacctggy

aaccagccgt

ctegtettet

ctgatggact

atcgccacca

aattatgctce

atccagtact

tggatcttac

taccagcctyg

ggattctgca

acagcactgg

agtccgtcaa

atgaacatca

cctggtatac

atcaattcaa

ttactatcat

ctcteegeca

tgattagtgg

tcgagggtet

cctttgtett

cggcattece

cggtgtetge

tcagcttecat

840

atctagtcca
ccecegagace
ggagtttgtt
cctaaccatg

ggggttgaag

cggetetett

cgaccgagaa

tctatetgee

cttetgggeyg

ctcctatcac

tatcatgetg

cacgcctatg

gatgtacgce

Pro

Pro

Gln

Ser

665

Ser

Thr

Ser

Ile

Arg

745

Lys

Ser

Lys

Gly

Ser

825

Leu

Phe

Arg

Ala

650

Val

Pro

Lys

Asp

Glu

730

His

His

Ser

Asp

Leu

810

Ala

Asp

aculeatus

Ser

Arg

635

Val

Gln

Lys

Arg

Glu

715

Gly

Thr

Asp

Asp

Ser

795

Asn

Leu

Ala

tacatctegg

aaagtctece

aagctgggea

agcgcaggtg

gagataggce

atgatcacca

ggtttettet

tacttctcta

tactgtatct

acgtteecte

agcggaacca

attgttgeeg

cactacatcg

Tyr Gly Lys
620

Gly Lys Ser

Ile Leu Asp

Asn Leu Ile
670

Thr Val Gln
685

Ala Leu Ala
700

Gly Phe Gln

Ser Ala Ser

Gln His Asn
750

Ser Glu Thr
765

Ala Ser Ser
780

Lys Ala Tyr

Arg Pro Phe

Ala Asn Ala
830

acgtggaaac
agcctcagga
tccgecaacy
gactggcect
tggtggtata
ggtttgttet
ttccaacctt
ctgaagacac
tcacgtttge
tgcaaactat
ttgcctetge
gecatcacgtt

ggcgtetgat

Pro Gly

Glu Asp
640

Phe Ser
655

Asp Val

Trp His

Ala Ala

Arg Trp

720

Ala Ala
735

Ile Lys

Thr Glu

Thr Arg

Arg Ser
800

Phe His
815

Gly Glu

cttgaaccac
atctccecatt
getgegteat
tctteteege
catagccaat
ttacaacaac
ctggetetee
gcaccgecte
ctcagcagtyg
gatgccatca
cgcttecage

ccagggactce

dgagacgggce

60

120

180

240

300

360

420

480

540

600

660

720

780
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atcccttega gegagcaccg tcectggtatg ttecatctgtyg teggeccceee tgcecttcacyg 840
ctgctggeta tcatcggcat ggccaacgge ctteccgagyg gcettcagtat cctgggegat 900
ggtggcatgyg acgaccgtca catcatgcga gtactggecg tctgcegeggg catgttecte 960
tgggctcetga gecatttggtt cttectgtgte gctetggget cagttgtgeg ggcgectecce 1020
catgatttcc acctcaactg gtgggctatg gtcttcecta acaccggact cactctegece 1080
accatcaccce tggccaagtc actggacagt gccgcegttga aatgggtggg cgtgggcatg 1140
tcectetgeg tgatctgecat gttcatctte gtettegtga gcaccattag ggctgttcete 1200
ttgaagagga tcatgtggcc aggtcgggat gaggatgtgt ccgagttgtt cgaatga 1257

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

D NO 6
H: 418
PRT

<400> SEQUENCE: 6

Met His Asp
1

Thr Leu Asn
Ser Gln Pro

35
Phe Val Lys
Trp Tyr Thr
65

Asn Gln Pro

Tyr Ile Ala

Thr Arg Phe

115

Arg Glu Gly
130

Ile Ser Gly
145

Asn Tyr Ala

Ala Ser Ala

Pro Leu Gln
195

Met Leu Ser
210

Val Ser Ala
225

Gly Phe Cys

Met Glu Thr

Cys Val Gly
275

His Ser Thr Gly Ser

5

His Ala Cys Glu Lys

20

Gln Glu Ser Pro Ile

40

Leu Gly Ile Arg Gln

Leu Thr Met Ser Ala

70

Tyr Gln Phe Lys Gly

85

Asn Leu Val Phe Phe

100

Val Leu Tyr Asn Asn

120

Phe Phe Phe Pro Thr

135

Leu Ser Ala Tyr Phe
150

Leu Glu Gly Leu Phe

165

Val Ile Gln Tyr Ser

180

Thr Met Met Pro Ser

200

Gly Thr Ile Ala Ser

215

Thr Pro Met Ile Val
230

Ile Ser Phe Met Met

245

Gly Ile Pro Ser Ser

260

Pro Pro Ala Phe Thr

280

Ser

Ser

25

Ile

Arg

Gly

Leu

Thr

105

Leu

Phe

Ser

Trp

Phe

185

Trp

Ala

Ala

Tyr

Glu

265

Leu

aculeatus

Pro

10

Val

Ser

Leu

Gly

Lys

90

Ile

Met

Trp

Thr

Ala

170

Val

Ile

Ala

Gly

Ala

250

His

Leu

Tyr

Asn

Asn

Arg

Leu

75

Glu

Ile

Asp

Leu

Glu

155

Tyr

Phe

Leu

Ser

Ile

235

His

Arg

Ala

Ile Ser Asp
Pro Glu Ala
30

Asn Glu His
45

His Phe Thr

Ala Leu Leu

Ile Gly Leu

Gly Ser Leu
110

Ser Leu Arg
125

Ser Ile Ala
140

Asp Thr His

Cys Ile Phe

Ser Tyr His
190

Pro Ala Phe
205

Ser Tyr Gln
220

Thr Phe Gln

Tyr Ile Gly

Pro Gly Met
270

Ile Ile Gly
285

Val Glu
15

Lys Val

Gln Glu

Trp Ala

Leu Arg
80

Val Val
95

Met Ile

His Asp

Thr Met

Arg Leu
160

Thr Phe
175

Thr Phe

Pro Ile

Pro Ala
Gly Leu
240

Arg Leu
255

Phe Ile

Met Ala
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Asn Gly Leu
290

Asp Arg His
305

Trp Ala Leu

Arg Ala Pro

Pro Asn Thr

355

Asp Ser Ala
370

Ile Cys Met
385

Leu Lys Arg

Phe Glu

<210> SEQ I
<211> LENGT.
<212> TYPE:

Pro Glu Gly Phe Ser

295

Ile Met Arg Val Leu
310

Ser Ile Trp Phe Phe

325

Pro His Asp Phe His

340

Gly Leu Thr Leu Ala

360

Ala Leu Lys Trp Val

375

Phe Ile Phe Val Phe
390

Ile Met Trp Pro Gly

405
D NO 7
H: 1430

DNA

Ile

Ala

Cys

Leu

345

Thr

Gly

Val

Arg

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 7

atggtcaaag

gaaacgttag

cttacaaccc

tctectgtty

cectggtgtt

tgcgaattge

atctctggtt

gttgtcatce

ttegetggty

tcttcaagat

ccaaggectt

aggtgctcaa

acgtegtteg

ttcaaatccce

ctaccceege

cccaaagaat

ggtggagatg

tatgceggtt

aggttegetyg

ttegtetace

ttctteteta

tatcacgcca

ttgagggcgt

ctggtgagtt

cggtacttygg

tggtcacaat

aagacctgte

getgetgate

ccgatggaag

ttctgeccaa

cggetggtat

gecagtttte

caacgccgge

tgttctggtt

agcegetgge

tgcagagact

agttgttggt

aattcagata
ctcatgaata

aggtggtcca

acaggtaggg

agagtgtaat

tgcctggaat

ctcttgtaac

ggctaacgcet

gaccgagaag

agcaatcctt

agcttetggt

atgaccttgt

ccttagttga

tatcccacat

aggcgaaaaa

agatgatggg

tccecegtaag

tgatagttga

atagtgcgag

atctcaaacc

gtctttgace

ttcacccaag

ggccactetyg

cccgaggaga

tcttgetgta

agctaaggac

atgctgegta

caaagcttca

tcceggeggt

cttaggagta

attaaacaga

gaaaagaagc

Leu

Val

Val

330

Asn

Ile

Val

Ser

Asp
410

Gly

Cys

315

Ala

Trp

Thr

Gly

Thr

395

Glu

aacagatgac

ggcattggee

tcgatactga

agagcttget

ctcgtetate

tggtatcttyg

ctgaagcagg

tcecctaccect

taggcaagcc

acttggtcaa

ccgttaatte

cgaagegect

agttctcggyg

gagagaccat

agtatgacgc

agcactaact

ggtgctggtt

cegtgagage

aagggtcaaa

gatgagatcg

agattcatct

ctaatggege

ttctegagge

Asp Gly Gly
300

Ala Gly Met

Leu Gly Ser

Trp Ala Met

350

Leu Ala Lys
365

Met Ser Leu
380

Val Arg Ala

Asp Val Ser

actctcatag
aggtatggat
ctatctcceca
ctctacgatg
getgtacgtt
cttacctggy
cccttactygy
ttcgcattge
tggtatgacc
gggtatcgee
tactgttect
ctttggtgte
ccagaaggat
tgtcceecte
actgatccac
atgcttcagyg
cecgecaccett
actcgegget
cgggtattgt
ttaaggcaac
cctcacagaa
agagaaggct

ttgcacgaaa

Met Asp
Phe Leu
320

Val Val
335

Val Phe

Ser Leu

Cys Val

Val Leu

400

Glu Leu
415

gtactaactc
atccccacge
agccactgte
ttgtgaacac
actgccacaa
cgattagaaa
tgctaatatt
tcctegtatyg
cgtgacgace
gagttctgee
attgctgeag
accacactgg
ccttetgety
ttcagcaaga
cgtaggttgt
cgtccaattt
gtctatggece
aacatgccat
cgagcctace
tggcgtggaa
tettegttca

agcaacgttce

ggccttaagg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380
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gtaatatcga gaaaggcatc gacttcgtta agaacccacc accaaagtaa 1430

<210> SEQ ID NO 8

<211> LENGTH: 330

<212> TYPE: PRT

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 8

Met Val Lys Ala Ala Val Leu Gly Ala Ser Gly Gly Ile Gly Gln Pro
1 5 10 15

Leu Ser Leu Leu Leu Lys Thr Cys Pro Leu Val Glu Glu Leu Ala Leu
20 25 30

Tyr Asp Val Val Asn Thr Pro Gly Val Ala Ala Asp Leu Ser His Ile
35 40 45

Ser Ser Ile Ala Lys Ile Ser Gly Phe Leu Pro Lys Asp Asp Gly Leu
50 55 60

Lys Gln Ala Leu Thr Gly Ala Asn Ile Val Val Ile Pro Ala Gly Ile
65 70 75 80

Pro Arg Lys Pro Gly Met Thr Arg Asp Asp Leu Phe Lys Ile Asn Ala
85 90 95

Gly Ile Val Arg Asp Leu Val Lys Gly Ile Ala Glu Phe Cys Pro Lys
100 105 110

Ala Phe Val Leu Val Ile Ser Asn Pro Val Asn Ser Thr Val Pro Ile
115 120 125

Ala Ala Glu Val Leu Lys Ala Ala Gly Val Phe Asp Pro Lys Arg Leu
130 135 140

Phe Gly Val Thr Thr Leu Asp Val Val Arg Ala Glu Thr Phe Thr Gln
145 150 155 160

Glu Phe Ser Gly Gln Lys Asp Pro Ser Ala Val Gln Ile Pro Val Val
165 170 175

Gly Gly His Ser Gly Glu Thr Ile Val Pro Leu Phe Ser Lys Thr Thr
180 185 190

Pro Ala Ile Gln Ile Pro Glu Glu Lys Tyr Asp Ala Leu Ile His Arg
195 200 205

Val Gln Phe Gly Gly Asp Glu Val Val Gln Ala Lys Asp Gly Ala Gly
210 215 220

Ser Ala Thr Leu Ser Met Ala Tyr Ala Gly Tyr Arg Phe Ala Glu Ser
225 230 235 240

Val Ile Lys Ala Ser Lys Gly Gln Thr Gly Ile Val Glu Pro Thr Phe
245 250 255

Val Tyr Leu Pro Gly Ile Pro Gly Gly Asp Glu Ile Val Lys Ala Thr
260 265 270

Gly Val Glu Phe Phe Ser Thr Leu Val Thr Leu Gly Thr Asn Gly Ala
275 280 285

Glu Lys Ala Ser Asn Val Leu Glu Gly Val Thr Glu Lys Glu Lys Lys
290 295 300

Leu Leu Glu Ala Cys Thr Lys Gly Leu Lys Gly Asn Ile Glu Lys Gly
305 310 315 320

Ile Asp Phe Val Lys Asn Pro Pro Pro Lys
325 330

<210> SEQ ID NO 9

<211> LENGTH: 3643

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
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<400> SEQUENCE: 9

atggeggete cgtttegtca gectgaggag geggtcegatyg acaccgagtt catcgatgac 60
caccatgaac acctcecgtga taccgtgcac catcggttge gegecaattce ctccattatg 120
cacttccaga agatcctegt cgccaaccgt ggtgagatce ccattcegtat cttcagaacg 180
geecacgage tgtcattgca gacggttget atctactcte atgaggatcg actgtcaatg 240
caccgtcaaa aggccgatga ggcctacatg attggccace geggtcagta caccectgte 300
ggtgcgtace tggegggcga tgagatcatc aagatcgecce tggagcacgg tgtccagetg 360
atccacccegg gctacggttt cttgteccgag aacgccgact tegeccgcaa ggttgagaac 420
geeggcattyg tetttgtggg acccactccce gataccattg acagettggg tgacaaggtyg 480
teggeccegte ggctggecat taagtgegag gtecctgteg ttecgggtac ggagggecce 540
gtegageget atgaggaggt caaggegttc acagacacct atggcttcecc catcatcatce 600
aaggctgect ttggeggtgg tggcegtggt atgegtgtgg tecgtgacca ggccgagetg 660
cgtgactegt tcgagegage cacctcetgag geccgcteeg ccetteggcaa tggtaccgte 720
ttegtegage gettectega caaacccaag cacattgaag tccagettet gggtgacage 780
cacggcaacg ttgtccatct gtttgagegt gactgcteeg tgcagcegteyg tcaccagaag 840
gtegttgagyg ttgctccgge taaggacctg ccagecgatg tecgggaccg catcctggece 900
gatgctgtga agctggccaa gtccgtcaac taccgtaacg ceggtacagce tgagttectg 960
gtggaccagc agaaccgcca ctacttcatt gaaatcaatc ctecgtatcca agtcgagcac 1020
accatcaccg aagagattac tggtatcgat atcgtggcetg cacagatcca gattgctget 1080
ggtgcaagcc tcgagcaact gggcectgact caggaccgca tcecteccgcceccg cggatttgece 1140
attcaatgtc gtatcaccac ggaagatccc gccaaggggt tctctceccgga tactggtaag 1200
attgaggttt atcgttccge tggtggtaac ggtgtccecgtce tggatggtgg taacggttte 1260
gctggtgeta tcatcaccce tcactacgac tccatgctgg tcaagtgtac ctgccgtggt 1320
tcgacctatg aaatcgcteg tcegcaaggtt gtgegtgect tggtcgagtt cegtattegt 1380
ggtgtgaaga ccaacattcc cttectgact tecgcttctga gecacccgac cttegtegat 1440
ggaaactgct ggaccacttt catcgacgac acccctgaat tgttctcectcet tgtceggcagt 1500
cagaaccgtg cccagaagct gctcgcatac cteggcgatg tagctgtcaa cggtagtagce 1560
atcaagggcce aaattggcga gcccaagctce aagggtgatg tcatcaagcce gaagcetttte 1620
gatgccgagg gcaagccgct tgacgtttcecce geccecctgca ccaagggttg gaagcagatt 1680
ctggaccggg agggcccggce tgcctttgceg aaggccgtgce gtgccaacaa gggttgettg 1740
atcatggata ctacctggcg tgacgcccac cagtctttge tggccacceg tgtgcegtacce 1800
atcgacttgt tgaacatcgc ccatgagacc agctacgect actccaatge gtacagtttg 1860
gaatgctggg gtggtgctac cttecgatgtg geccatgegtt tectctatga ggacccecetgg 1920
gaccgcctge gcaagatgcg taaggctgtt cctaacatcc cattccagat gttgectceegt 1980
ggtgccaacg gtgtcgecta ctettececte ccagacaacyg ccatctacca cttetgtaag 2040
caggctaaga agtgcggtgt cgacattttc cgtgttttecg acgccctcaa cgatgtcgat 2100
cagctcgagg tcggtatcaa ggctgttcat gctgccgagg gtgttgtcga ggccaccatg 2160
tgctacagcg gtgacatgct gaacccccac aagaagtaca acctggagta ctacatggcece 2220
ttggtggata agattgtagc catgaagcct cacatccttg gtatcaagga tatggccggt 2280
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gtgctgaagce cccaggcecge tcegectgttg gtgggctceca tecgtcageg ctaccctgac 2340
cttcccatece acgtceccacac ccacgactce gctggtactg gtgtagctte catgattgece 2400
tgtgecccagg cgggtgccga cgccgtggac gecgegaceyg acagcatgte cggtatgace 2460
tcecagecta gecattggtge cattctggcee tctettgagg gcactgagca agaccccggt 2520
ctcaacctecg cccacgtgeg cgctattgat agctactggg cacagctgeg cttgctctac 2580
tctecttteg aggcgggtet cactggccce gaccctgagg tctacgagca cgagatccect 2640
ggtggtcagt tgaccaacct tatcttccag geccagtcage teggcettggg ccagcagtgg 2700
gccgaaacca agaaggccta tgaggcggcet aatgatttac tcggcgacat tgtaaaggtce 2760
actcccacct ccaaggtggt cggtgacttg gctcagttca tggtctcgaa caaactgact 2820
ccggaggatg ttgttgageg tgctggtgag ctggacttcecce ctggttctgt getcgaattce 2880
ctcgaaggtce tcatgggaca gccctteggt ggattccecg agceccattgeg cteccgegece 2940
ctgcgcgatce geccgcaagcet cgagaagcgt ccaggtcetet acctcgagece tttggatttg 3000
gctaagatca agagccagat ccgtgagaag ttcggtgctg ctactgagta tgacgtggece 3060
agctatgcca tgtatcccaa ggtcttcgag gactacaaga agttcgtcca gaagttecggt 3120
gatctcteeg tettgcccac acggtactte ttggccaage ctgagattgg cgaggagttce 3180
cacgttgagc tggagaaggg taaggtgctc atcctgaagt tgttggccat cggccctcett 3240
tcagagcaga ctggtcagcg tgaggtcttce tacgaagtca acggtgaggt gcgccaggtce 3300
gctgttgatg acaacaaggc ttceccgtggac aacacttcac gccctaaggce cgatgtgggt 3360
gacagcagcc aggtcggtge tcectatgage ggtgtggttg ttgaaatccg tgtccacgat 3420
ggtctggagg ttaagaaggg tgacccactt geccgtcectga gtgccatgaa gatggtaagt 3480
tcattccgaa tcatttttet cactggtcaa ctacagatgc taacagctta tccaggaaat 3540
ggttatctect gctectcaca gtggaaaggt ctccagcettg ctggtcaagg agggcgattce 3600
tgtggatggce caggatctcg tcectgcaagat cgtcaaagcg taa 3643

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 10
H: 1193
PRT

<213> ORGANISM: Aspergillus oryz

<400> SEQUENCE: 10

Met Ala Ala
1

Phe Ile Asp

Leu Arg Ala
35

Asn Arg Gly
50

Ser Leu Gln
65

His Arg Gln

Tyr Thr Pro

Ala Leu Glu

115

Ser Glu Asn

Pro Phe Arg Gln Pro

Asp His His Glu His

20

Asn Ser Ser Ile Met

40

Glu Ile Pro Ile Arg

55

Thr Val Ala Ile Tyr

70

Lys Ala Asp Glu Ala

85

Val Gly Ala Tyr Leu

100

His Gly Val Gln Leu

120

Ala Asp Phe Ala Arg

ae

Glu

Leu

25

His

Ile

Ser

Tyr

Ala

105

Ile

Lys

Glu

10

Arg

Phe

Phe

His

Met
90
Gly

His

Val

Ala

Asp

Gln

Arg

Glu

75

Ile

Asp

Pro

Glu

Val Asp Asp

Thr Val His

Lys Ile Leu
45

Thr Ala His
60

Asp Arg Leu

Gly His Arg

Glu Ile Ile

110

Gly Tyr Gly
125

Asn Ala Gly

Thr Glu
15

His Arg

Val Ala

Glu Leu

Ser Met
80

Gly Gln
95
Lys Ile

Phe Leu

Ile Val
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Phe

145

Ser

Thr

Thr

Arg

Glu

225

Phe

Leu

Ser

Asp

Leu

305

Gln

Ala

Leu

Ile

385

Ile

Gly

Leu

Lys

Asn

465

Gly

Leu

Asp

Lys

Lys
545

130

Val

Ala

Glu

Tyr

Gly

210

Arg

Val

Gly

Val

Leu

290

Ala

Asp

Val

Ala

Thr

370

Thr

Glu

Asn

Val

Val

450

Ile

Asn

Val

Val

Leu
530

Pro

Gly

Arg

Gly

Gly

195

Met

Ala

Glu

Asp

Gln

275

Pro

Lys

Gln

Glu

Gln

355

Gln

Thr

Val

Gly

Lys

435

Val

Pro

Cys

Gly

Ala
515

Lys

Leu

Pro

Arg

Pro

180

Phe

Arg

Thr

Arg

Ser

260

Arg

Ala

Ser

Gln

His

340

Ile

Asp

Glu

Tyr

Phe

420

Cys

Arg

Phe

Trp

Ser
500
Val

Gly

Asp

Thr

Leu

165

Val

Pro

Val

Ser

Phe

245

His

Arg

Asp

Val

Asn

325

Thr

Gln

Arg

Asp

Arg

405

Ala

Thr

Ala

Leu

Thr

485

Gln

Asn

Asp

Val

Pro

150

Ala

Glu

Ile

Val

Glu

230

Leu

Gly

His

Val

Asn

310

Arg

Ile

Ile

Ile

Pro

390

Ser

Gly

Cys

Leu

Thr

470

Thr

Asn

Gly

Val

Ser
550

135

Asp

Ile

Arg

Ile

Arg

215

Ala

Asp

Asn

Gln

Arg

295

Tyr

His

Thr

Ala

Ser

375

Ala

Ala

Ala

Arg

Val

455

Ser

Phe

Arg

Ser

Ile
535

Ala

Thr

Lys

Tyr

Ile

200

Asp

Arg

Lys

Val

Lys

280

Asp

Arg

Tyr

Glu

Ala

360

Ala

Lys

Gly

Ile

Gly

440

Glu

Leu

Ile

Ala

Ser
520

Lys

Pro

Ile

Cys

Glu

185

Lys

Gln

Ser

Pro

Val

265

Val

Arg

Asn

Phe

Glu

345

Gly

Arg

Gly

Gly

Ile

425

Ser

Phe

Leu

Asp

Gln
505
Ile

Pro

Cys

Asp

Glu

170

Glu

Ala

Ala

Ala

Lys

250

His

Val

Ile

Ala

Ile

330

Ile

Ala

Gly

Phe

Asn

410

Thr

Thr

Arg

Ser

Asp

490

Lys

Lys

Lys

Thr

Ser

155

Val

Val

Ala

Glu

Phe

235

His

Leu

Glu

Leu

Gly

315

Glu

Thr

Ser

Phe

Ser

395

Gly

Pro

Tyr

Ile

His

475

Thr

Leu

Gly

Leu

Lys
555

140

Leu

Pro

Lys

Phe

Leu

220

Gly

Ile

Phe

Val

Ala

300

Thr

Ile

Gly

Leu

Ala

380

Pro

Val

His

Glu

Arg

460

Pro

Pro

Leu

Gln

Phe
540

Gly

Gly

Val

Ala

Gly

205

Arg

Asn

Glu

Glu

Ala

285

Asp

Ala

Asn

Ile

Glu

365

Ile

Asp

Arg

Tyr

Ile

445

Gly

Thr

Glu

Ala

Ile
525

Asp

Trp

Asp

Val

Phe

190

Gly

Asp

Gly

Val

Arg

270

Pro

Ala

Glu

Pro

Asp

350

Gln

Gln

Thr

Leu

Asp

430

Ala

Val

Phe

Leu

Tyr
510
Gly

Ala

Lys

Lys

Pro

175

Thr

Gly

Ser

Thr

Gln

255

Asp

Ala

Val

Phe

Arg

335

Ile

Leu

Cys

Gly

Asp

415

Ser

Arg

Lys

Val

Phe

495

Leu

Glu

Glu

Gln

Val

160

Gly

Asp

Gly

Phe

Val

240

Leu

Cys

Lys

Lys

Leu

320

Ile

Val

Gly

Arg

Lys

400

Gly

Met

Arg

Thr

Asp

480

Ser

Gly

Pro

Gly

Ile
560
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Leu

Lys

Leu

Glu

Gly

625

Asp

Met

Asn

Ile

Gly

705

Cys

Tyr

Leu

Leu

785

Cys

Ser

Glu

Ile

Ala

865

Gly

Gly

Leu

Asp

945

Leu

Asp

Gly

Leu

Thr

610

Ala

Arg

Leu

Ala

Phe

690

Ile

Tyr

Tyr

Gly

Leu

770

His

Ala

Gly

Gly

Asp

850

Gly

Gly

Gln

Leu

Leu
930

Glu

Glu

Arg

Cys

Ala

595

Ser

Thr

Leu

Leu

Ile

675

Arg

Lys

Ser

Met

Ile

755

Val

Thr

Gln

Met

Thr

835

Ser

Leu

Gln

Gln

Gly

915

Ala

Arg

Gly

Glu

Leu

580

Thr

Tyr

Phe

Arg

Arg

660

Tyr

Val

Ala

Gly

Ala

740

Lys

Gly

His

Ala

Thr

820

Glu

Tyr

Thr

Leu

Trp

900

Asp

Gln

Ala

Leu

Gly

565

Ile

Arg

Ala

Asp

Lys

645

Gly

His

Phe

Val

Asp

725

Leu

Asp

Ser

Asp

Gly

805

Ser

Gln

Trp

Gly

Thr

885

Ala

Ile

Phe

Gly

Met
965

Pro

Met

Val

Tyr

Val

630

Met

Ala

Phe

Asp

His

710

Met

Val

Met

Ile

Ser

790

Ala

Gln

Asp

Ala

Pro

870

Asn

Glu

Val

Met

Glu

950

Gly

Ala

Asp

Arg

Ser

615

Ala

Arg

Asn

Cys

Ala

695

Ala

Leu

Asp

Ala

Arg

775

Ala

Asp

Pro

Pro

Gln

855

Asp

Leu

Thr

Lys

Val

935

Leu

Gln

Ala

Thr

Thr

600

Asn

Met

Lys

Gly

Lys

680

Leu

Ala

Asn

Lys

Gly

760

Gln

Gly

Ala

Ser

Gly

840

Leu

Pro

Ile

Lys

Val
920
Ser

Asp

Pro

Phe

Thr

585

Ile

Ala

Arg

Ala

Val

665

Gln

Asn

Glu

Pro

Ile

745

Val

Arg

Thr

Val

Ile

825

Leu

Arg

Glu

Phe

Lys

905

Thr

Asn

Phe

Phe

Ala

570

Trp

Asp

Tyr

Phe

Val

650

Ala

Ala

Asp

Gly

His

730

Val

Leu

Tyr

Gly

Asp

810

Gly

Asn

Leu

Val

Gln

890

Ala

Pro

Lys

Pro

Gly
970

Lys

Arg

Leu

Ser

Leu

635

Pro

Tyr

Lys

Val

Val

715

Lys

Ala

Lys

Pro

Val

795

Ala

Ala

Leu

Leu

Tyr

875

Ala

Tyr

Thr

Leu

Gly
955

Gly

Ala

Asp

Leu

Leu

620

Tyr

Asn

Ser

Lys

Asp

700

Val

Lys

Met

Pro

Asp

780

Ala

Ala

Ile

Ala

Tyr

860

Glu

Ser

Glu

Ser

Thr
940

Ser

Phe

Val

Ala

Asn

605

Glu

Glu

Ile

Ser

Cys

685

Gln

Glu

Tyr

Lys

Gln

765

Leu

Ser

Thr

Leu

His

845

Ser

His

Gln

Ala

Lys

925

Pro

Val

Pro

Arg

His

590

Ile

Cys

Asp

Pro

Leu

670

Gly

Leu

Ala

Asn

Pro

750

Ala

Pro

Met

Asp

Ala

830

Val

Pro

Glu

Leu

Ala

910

Val

Glu

Leu

Glu

Ala

575

Gln

Ala

Trp

Pro

Phe

655

Pro

Val

Glu

Thr

Leu

735

His

Ala

Ile

Ile

Ser

815

Ser

Arg

Phe

Ile

Gly

895

Asn

Val

Asp

Glu

Pro
975

Asn

Ser

His

Gly

Trp

640

Gln

Asp

Asp

Val

Met

720

Glu

Ile

Arg

His

Ala

800

Met

Leu

Ala

Glu

Pro

880

Leu

Asp

Gly

Val

Phe
960

Leu
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Arg Ser Arg Ala Leu Arg Asp Arg Arg Lys Leu Glu Lys Arg Pro Gly
980 985 990

Leu Tyr Leu Glu Pro Leu Asp Leu Ala Lys Ile Lys Ser Gln Ile Arg
995 1000 1005

Glu Lys Phe Gly Ala Ala Thr Glu Tyr Asp Val Ala Ser Tyr Ala
1010 1015 1020

Met Tyr Pro Lys Val Phe Glu Asp Tyr Lys Lys Phe Val Gln Lys
1025 1030 1035

Phe Gly Asp Leu Ser Val Leu Pro Thr Arg Tyr Phe Leu Ala Lys
1040 1045 1050

Pro Glu Ile Gly Glu Glu Phe His Val Glu Leu Glu Lys Gly Lys
1055 1060 1065

Val Leu Ile Leu Lys Leu Leu Ala Ile Gly Pro Leu Ser Glu Gln
1070 1075 1080

Thr Gly Gln Arg Glu Val Phe Tyr Glu Val Asn Gly Glu Val Arg
1085 1090 1095

Gln Val Ala Val Asp Asp Asn Lys Ala Ser Val Asp Asn Thr Ser
1100 1105 1110

Arg Pro Lys Ala Asp Val Gly Asp Ser Ser Gln Val Gly Ala Pro
1115 1120 1125

Met Ser Gly Val Val Val Glu Ile Arg Val His Asp Gly Leu Glu
1130 1135 1140

Val Lys Lys Gly Asp Pro Leu Ala Val Leu Ser Ala Met Lys Met
1145 1150 1155

Glu Met Val Ile Ser Ala Pro His Ser Gly Lys Val Ser Ser Leu
1160 1165 1170

Leu Val Lys Glu Gly Asp Ser Val Asp Gly Gln Asp Leu Val Cys
1175 1180 1185

Lys Ile Val Lys Ala
1190

<210> SEQ ID NO 11

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 11

gtgatagaac atcgtccata atggaatcca gcgctgtaca
<210> SEQ ID NO 12

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 12

gtgtcagtca cctctagtta tcagatttca atctcgtett
<210> SEQ ID NO 13

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 13
gaacaggaag aaatccaaaa
<210> SEQ ID NO 14

<211> LENGTH: 20
<212> TYPE: DNA
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<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 14

gteggcatag ccactgcaat

<210> SEQ ID NO 15

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 15

tgttgccgee aagggactta

<210> SEQ ID NO 16

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 16

ccgagagegt tgagttaatc

<210> SEQ ID NO 17

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 17

agcattaggg ctagctcegt

<210> SEQ ID NO 18

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 18

ccaagatgcee atgtcaggac

<210> SEQ ID NO 19

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 19

tcacaaaaga gtagaggcca

<210> SEQ ID NO 20

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 20

tgtgatagaa catcgtccat aatgcacgac cacagc
<210> SEQ ID NO 21

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 21

gtgtcagtca cctctagtta tcattcgaac aactcggaca

<210> SEQ ID NO 22
<211> LENGTH: 36

20

20

20

20

20

20

36

40
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<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 22
agaacatcgt ccataatggt caaagctggt gagtta 36
<210> SEQ ID NO 23
<211> LENGTH: 40
<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 23
gtgtcagtca cctctagtta ttactttggt ggtgggttet 40
<210> SEQ ID NO 24
<211> LENGTH: 36
<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 24
tagaacatcg tccataatgg cggcteegtt tegtca 36
<210> SEQ ID NO 25
<211> LENGTH: 40
<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 25
gtgtcagtca cctctagtta ttattacget ttgacgatcet 40
<210> SEQ ID NO 26
<211> LENGTH: 1143
<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 26
atgctgacac ctcccaagtt tgaggatgag aagcagcetgg gceccegtggyg tatccgggag 60
aggcttcgee atttcacttg ggcctggtac acattaacga tgagtggagyg agggetggece 120
gtectcatca tcagecagee ctttgggtte cgcggattga gagagatcgg catcgetgte 180
tatatcctca acctgatcct cttcegecctt gtetgctcecta ccatggctat aaggttcate 240
ctgcacggca accttectgga gtccecteegt catgaccgeg agggtctett ctteccgace 300
ttetggetet ccegtegecaac catcatctge ggettgtete getacttegyg tgaagaatcg 360
aatgagtcct tccaactagce cctcgaagece ctettetgga tcetactgegt ctgcacctta 420
ctegtegcaa tcatccaata ctegttegte ttetcatcee acaagtacgg ccttcaaacce 480
atgatgcctt catggatcct tccagectte cecatcatge tcageggcac catcgectcee 540
gtcatcggtyg aacaacaacc cgctecgegca geccteccca tcatcggege cggegtcace 600
tteccagggee tceggettete catcagette atgatgtacyg cccactacat cggecgactg 660
atggagtceg gectecccca cagcgaccac agaccaggea tgttcatcetyg cgteggacce 720
ccegecttea cagecctege cctegtegge atgagcaaag gectcecccga agacttcaag 780
ctgctecacyg acgcccacge cctggaagat ggecgcatca tegagetget ggecatctee 840
geeggegtet tectetggge cctgagtete tggttettet geatcgecat tgtegecgte 900
atccgetege cccecgagge cttccaccte aactggtggyg ccatggtett ccccaacace 960
ggcttcacee tggcecaccat caccctggge aaggctcetca acagtaacgg cgtgaaggge 1020
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gtcggcteceg ccatgtctat ctgcatcegtg tgcatgtaca tcettegtett tgtcaacaat 1080
gtcegegeceg ttatccggaa ggatatcatg tacccgggta aagatgagga tgtatctgat 1140
tag 1143
<210> SEQ ID NO 27

<211> LENGTH: 380

<212> TYPE: PRT

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 27

Met Leu Thr Pro Pro Lys Phe Glu Asp Glu Lys Gln Leu Gly Pro Val
1 5 10 15

Gly Ile Arg Glu Arg Leu Arg His Phe Thr Trp Ala Trp Tyr Thr Leu
20 25 30

Thr Met Ser Gly Gly Gly Leu Ala Val Leu Ile Ile Ser Gln Pro Phe
35 40 45

Gly Phe Arg Gly Leu Arg Glu Ile Gly Ile Ala Val Tyr Ile Leu Asn
50 55 60

Leu Ile Leu Phe Ala Leu Val Cys Ser Thr Met Ala Ile Arg Phe Ile
65 70 75 80

Leu His Gly Asn Leu Leu Glu Ser Leu Arg His Asp Arg Glu Gly Leu
85 90 95

Phe Phe Pro Thr Phe Trp Leu Ser Val Ala Thr Ile Ile Cys Gly Leu
100 105 110

Ser Arg Tyr Phe Gly Glu Glu Ser Asn Glu Ser Phe Gln Leu Ala Leu
115 120 125

Glu Ala Leu Phe Trp Ile Tyr Cys Val Cys Thr Leu Leu Val Ala Ile
130 135 140

Ile Gln Tyr Ser Phe Val Phe Ser Ser His Lys Tyr Gly Leu Gln Thr
145 150 155 160

Met Met Pro Ser Trp Ile Leu Pro Ala Phe Pro Ile Met Leu Ser Gly
165 170 175

Thr Ile Ala Ser Val Ile Gly Glu Gln Gln Pro Ala Arg Ala Ala Leu
180 185 190

Pro Ile Ile Gly Ala Gly Val Thr Phe Gln Gly Leu Gly Phe Ser Ile
195 200 205

Ser Phe Met Met Tyr Ala His Tyr Ile Gly Arg Leu Met Glu Ser Gly
210 215 220

Leu Pro His Ser Asp His Arg Pro Gly Met Phe Ile Cys Val Gly Pro
225 230 235 240

Pro Ala Phe Thr Ala Leu Ala Leu Val Gly Met Ser Lys Gly Leu Pro
245 250 255

Glu Asp Phe Lys Leu Leu His Asp Ala His Ala Leu Glu Asp Gly Arg
260 265 270

Ile Ile Glu Leu Leu Ala Ile Ser Ala Gly Val Phe Leu Trp Ala Leu
275 280 285

Ser Leu Trp Phe Phe Cys Ile Ala Ile Val Ala Val Ile Arg Ser Pro
290 295 300

Pro Glu Ala Phe His Leu Asn Trp Trp Ala Met Val Phe Pro Asn Thr
305 310 315 320

Gly Phe Thr Leu Ala Thr Ile Thr Leu Gly Lys Ala Leu Asn Ser Asn
325 330 335

Gly Val Lys Gly Val Gly Ser Ala Met Ser Ile Cys Ile Val Cys Met
340 345 350
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Tyr Ile Phe Val Phe Val Asn Asn Val Arg Ala Val Ile Arg Lys Asp

355

360

365

Ile Met Tyr Pro Gly Lys Asp Glu Asp Val Ser Asp

370

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 28
H: 1182
DNA

375

<213> ORGANISM: Aspergillus terreus

<400> SEQUENCE: 28

atgtttgaga
gaattcgaga
gectggtata
aacaccttca
tttgcectygy
tcteteegge
atcatcacag
ctcgaagece
tcctggetet
cecegecttec
gecegegecy
atcagcatga
cgcgageace
ctegteggea
ttcgaggatg
ctgagtctgt
ttccacctga
aacctgggta
ggaattgtgt
gacattatgt
<210> SEQ I

<211> LENGT.
<212> TYPE:

acactgeccee
agcagccgygyg
ctctcacaat
ceggectgag
tctgctegac
acgaacgcga
gectgtaccey
tettetggat
tcteecggece
ctgtcatget
ccatcccecat
tcatgtacge
gecegggeat
tgaccaaggg
ccegeatect
ggttetttty
getggtggge
cggeectcaa
ctattttctt
atcctgggaa
D NO 29

H: 393
PRT

tccagggage
ttcegtggge
gagtgetggt
ggagattgga
catggecegge
gggcatctte
ctacttegge
ctactgeget
caaataccge
ctctggeace
catecgtegec
ccactacgte
gttcatcgee
getecegeac
gcagctgetyg
cattgeggec
catggtctte
gagcgagggt
gtttgtgttt

agacgaggat

<213> ORGANISM: Aspergillus terr

<400> SEQUENCE: 29

Met Phe Glu
1

Ile Leu Asp
Glu Arg Ile
35

Ala Gly Gly
50

Gly Leu Arg
65

Phe Ala Leu

Asn Thr Ala Pro Pro

His Glu Phe Glu Lys

20

Arg His Phe Thr Trp

40

Leu Ala Leu Leu Leu

55

Glu Ile Gly Leu Ala

70

Val Cys Ser Thr Met

tccegeteeyg

atgcgtgaac

ggcttggece

ctegeegtgt

cggtteatee

ttcccaacct

gaagacgccyg

tgcaccctee

ctccaaaccy

atcgecteceg

ggcaccacct

ggcegectcea

gteggecege

gacttccage

gegategecyg

attgcegteg

cccaacacgg

atccagggtyg

atcagccatg

gtggtggagt

eus

Gly

Gln

25

Ala

Gly

Val

Ala

Ser

10

Pro

Trp

Ser

Tyr

Gly

Ser

Gly

Tyr

Gln

Leu

75

Arg

380

actctggeat
gecatcegeca
tcctecttyy
acctgcetcaa
tgcacggagg
tctggetete
gacgccectt
tegtegeegt
ccatgecegyg
tcatcgeega
tccagggect
tggagtcegg
cggettteac
tcatcggega
tcggegtgtt
tgcgctecee
gettcacect
tggggacgge
tgcgggetgt

aa

Arg Ser Asp

Ser Val Gly
30

Thr Leu Thr
45

Pro Asn Thr
60

Leu Asn Leu

Phe Ile Leu

cctggaccat
ttttacctgg
gagccageca
cctgetette
getggtegac
gatcgccace
cgtgetegee
catccaatac
ctggatccte
gcagcagecg
gggettetee
cctgeegtyge
ggcegetggece
tgacttcgee
tctetgggey
gccaacggece
cgccacgate
catgtcgatt

catcaggaaa

Ser Gly
15

Met Arg

Met Ser

Phe Thr

Leu Phe

80

His Gly

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1182
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Gly Leu Val
Thr Phe Trp
115

Phe Gly Glu
130

Phe Trp Ile
145

Ser Trp Leu

Gly Trp Ile

Ser Val Ile

195

Val Ala Gly
210

Met Tyr Ala
225

Arg Glu His

Thr Ala Leu

Gln Leu Ile

275

Leu Leu Ala
290

Phe Phe Cys
305

Phe His Leu

Leu Ala Thr

Gly Val Gly

355

Val Phe Ile
370

Pro Gly Lys
385

<210> SEQ I
<211> LENGT.
<212> TYPE:

85

Asp Ser Leu Arg His

100

Leu Ser Ile Ala Thr

120

Asp Ala Gly Arg Pro

135

Tyr Cys Ala Cys Thr
150

Phe Ser Gly Pro Lys

165

Leu Pro Ala Phe Pro

180

Ala Glu Gln Gln Pro

200

Thr Thr Phe Gln Gly

215

His Tyr Val Gly Arg
230

Arg Pro Gly Met Phe

245

Ala Leu Val Gly Met

260

Gly Asp Asp Phe Ala

280

Ile Ala Val Gly Val

295

Ile Ala Ala Ile Ala
310

Ser Trp Trp Ala Met

325

Ile Asn Leu Gly Thr

340

Thr Ala Met Ser Ile

360

Ser His Val Arg Ala

375

Asp Glu Asp Val Val
390

D NO 30
H: 1317
DNA

90

Glu Arg Glu
105

Ile Ile Thr

Phe Val Leu

Leu Leu Val

155

Tyr Arg Leu
170

Val Met Leu
185

Ala Arg Ala

Leu Gly Phe

Leu Met Glu

235

Ile Ala Val
250

Thr Lys Gly
265

Phe Glu Asp

Phe Leu Trp

Val Val Arg
315

Val Phe Pro
330

Ala Leu Lys
345
Gly Ile Val

Val Ile Arg

Glu

<213> ORGANISM: Schizosaccharomyces pombe

<400> SEQUENCE: 30

atgggagaat

aaagcacccc

tgtacgatgg

ggactcaaca

ggctegtgta

catcatcteg

tgaaggaaat

acgtcectet

caaccggtygyg

cgatcggcaa

tgctctteag

agaaactctt

tctcaageag

ctcgcagagyg

cgteggacte

gattgtgtac

gttcatcaag

cattgcgact

cgctaccatg

ttgaagcatt

atcatcggat

atcctecaga

tatccgteca

tgtctectet

Gly Ile Phe
110

Gly Leu Tyr
125

Ala Leu Glu
140

Ala Val Ile

Gln Thr Ala

Ser Gly Thr

190

Ala Ile Pro
205

Ser Ile Ser
220

Ser Gly Leu

Gly Pro Pro

Leu Pro His
270

Ala Arg Ile
285

Ala Leu Ser
300

Ser Pro Pro

Asn Thr Gly

Ser Glu Gly
350

Ser Ile Phe
365

Lys Asp Ile
380

aattgctcega
tcacatggtce
cctteecttt
ttttcctcett
caatcaagga

cgatttcgac

95

Phe Pro

Arg Tyr

Ala Leu

Gln Tyr
160

Met Pro
175

Ile Ala

Ile Ile

Met Ile

Pro Cys
240

Ala Phe
255

Asp Phe

Leu Gln

Leu Trp

Thr Ala
320

Phe Thr
335

Ile Gln

Leu Phe

Met Tyr

ctggaacgtce
gtggttcgeg
ccgattctac
ctecettgtte
ctcctggaac

attcatcgat

60

120

180

240

300

360
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atgttggcga tctacgecta ccccgacaca ggcgagtgga tggtgtgggt catccgaate 420
ctctactaca tctacgtege ggtctectte atttactgtyg tgatggegtt cttcacgate 480
ttcaacaacc acgtctatac cattgaaacc gectcgectyg catggatcct ccctatctte 540
cctecgatga tetgtggtgt cattgeeggt geggtgaact ccacccagece tgcgcaccag 600
ctcaaaaaca tggtgatttt cggaatccte ttecagggat tgggtttetg ggtctacttg 660
ctettgtteg cagtcaacgt getccggtte ttcacggteg gettggcaaa gcecccaggac 720
cgacctggea tgttcatgtt cgtgggacct cctgegttet ceggettgge actcatcaac 780
atcgegaggg gtgccatggg ctcgaggecg tacatctteg tgggagcaaa ctcectcggaa 840
tacttgggtt tcgtgtcgac gttcatggeg attttcatet ggggettgge agcatggtgt 900
tattgtcteg ccatggtgtce cttcectegea ggettcettea cacgegcace tttgaagtte 960
gcgtgtggtt ggttegecatt catcttecce aacgtggget tegtgaactg tacgattgag 1020
atcggcaaga tgatcgactc caaagccttce cagatgtteg geccacattat cggtgtcatce 1080
ctctgtatce agtggatttt gcectcatgtat ttgatggtgce gtgcgttctt ggtcaacgac 1140
ttgtgttatc ccggtaaaga cgaggacgcce catccgectce ccaaacccaa cacaggcgtce 1200
ctcaacccca ccttecctee cgaaaaagca cctgcctecce tcgaaaaagt cgatacacat 1260
gtcacttecca ctggcggaga gtcggatcct cecgtectceeg aacacgagtce ggtctaa 1317
<210> SEQ ID NO 31
<211> LENGTH: 1317
<212> TYPE: DNA
<213> ORGANISM: Schizosaccharomyces pombe
<400> SEQUENCE: 31
atgggtgaac tcaaggaaat cttgaaacag aggtatcatg agttgcttga ctggaatgte 60
aaagccccte atgtecectcet cagtcaacga ctgaagcatt ttacatggte ttggtttgea 120
tgtactatgg caactggtgg tgttggtttg attattggtt ctttcccctt tcecgattttat 180
ggtcttaata caattggcaa aattgtttat attcttcaaa tectttttgtt ttcectctettt 240
ggatcatgca tgcttttteg ctttattaaa tatccttcaa ctatcaagga ttcectggaac 300
catcatttgg aaaagctttt cattgctact tgtcttcttt caatatccac gttcatcgac 360
atgcttgcca tatacgecta tcctgatace ggcgagtgga tggtgtgggt cattcgaatce 420
ctttattaca tttacgttgc agtatccttt atatactgcg taatggcttt ttttacaatt 480
ttcaacaacc atgtatatac cattgaaacc gecatctcectyg cttggattcet tcctatttte 540
cctectatga tttgtggtgt cattgetgge gecgtcaatt ctacacaacce cgctcatcaa 600
ttaaaaaata tggttatctt tggtatcctce tttcaaggac ttggtttttg ggtttatctt 660
ttactgtttyg ccgtcaatgt cttacggttt tttactgtag gectggcaaa accccaagat 720
cgacctggta tgtttatgtt tgtcggtcca ccagcectttet caggtttgge cttaattaat 780
attgegegtyg gtgctatggg cagtcgecct tatatttttyg ttggcgccaa ctcatccgag 840
tatcttggtt ttgtttctac ctttatggct atttttattt ggggtcttge tgcttggtgt 900
tactgtctecg ccatggttag ctttttagcg ggctttttca ctcgagccece tcectcaagttt 960
gcttgtggat ggtttgcatt cattttceccce aacgtgggtt ttgttaattg taccattgag 1020
ataggtaaaa tgatagattc caaagctttc caaatgtttg gacatatcat tggggtcatt 1080
ctttgtattc agtggatcct cctaatgtat ttaatggtcc gtgcgtttet cgtcaatgat 1140
ctttgctatc ctggcaaaga cgaagatgcc catcctccac caaaaccaaa tacaggtgtce 1200



US 9,447,440 B2
97

-continued
cttaacccta cctteccace tgaaaaagca cctgcatcectt tggaaaaagt cgatacacat 1260
gtcacatcta ctggtggtga atcggatcct cctagtagtg aacatgaaag cgtttaa 1317

<210> SEQ ID NO 32

<211> LENGTH: 438

<212> TYPE: PRT

<213> ORGANISM: Schizosaccharomyces pombe

<400> SEQUENCE: 32

Met Gly Glu Leu Lys Glu Ile Leu Lys Gln Arg Tyr His Glu Leu Leu
1 5 10 15

Asp Trp Asn Val Lys Ala Pro His Val Pro Leu Ser Gln Arg Leu Lys
20 25 30

His Phe Thr Trp Ser Trp Phe Ala Cys Thr Met Ala Thr Gly Gly Val
35 40 45

Gly Leu Ile Ile Gly Ser Phe Pro Phe Arg Phe Tyr Gly Leu Asn Thr
50 55 60

Ile Gly Lys Ile Val Tyr Ile Leu Gln Ile Phe Leu Phe Ser Leu Phe
65 70 75 80

Gly Ser Cys Met Leu Phe Arg Phe Ile Lys Tyr Pro Ser Thr Ile Lys
85 90 95

Asp Ser Trp Asn His His Leu Glu Lys Leu Phe Ile Ala Thr Cys Leu
100 105 110

Leu Ser Ile Ser Thr Phe Ile Asp Met Leu Ala Ile Tyr Ala Tyr Pro
115 120 125

Asp Thr Gly Glu Trp Met Val Trp Val Ile Arg Ile Leu Tyr Tyr Ile
130 135 140

Tyr Val Ala Val Ser Phe Ile Tyr Cys Val Met Ala Phe Phe Thr Ile
145 150 155 160

Phe Asn Asn His Val Tyr Thr Ile Glu Thr Ala Ser Pro Ala Trp Ile
165 170 175

Leu Pro Ile Phe Pro Pro Met Ile Cys Gly Val Ile Ala Gly Ala Val
180 185 190

Asn Ser Thr Gln Pro Ala His Gln Leu Lys Asn Met Val Ile Phe Gly
195 200 205

Ile Leu Phe Gln Gly Leu Gly Phe Trp Val Tyr Leu Leu Leu Phe Ala
210 215 220

Val Asn Val Leu Arg Phe Phe Thr Val Gly Leu Ala Lys Pro Gln Asp
225 230 235 240

Arg Pro Gly Met Phe Met Phe Val Gly Pro Pro Ala Phe Ser Gly Leu
245 250 255

Ala Leu Ile Asn Ile Ala Arg Gly Ala Met Gly Ser Arg Pro Tyr Ile
260 265 270

Phe Val Gly Ala Asn Ser Ser Glu Tyr Leu Gly Phe Val Ser Thr Phe
275 280 285

Met Ala Ile Phe Ile Trp Gly Leu Ala Ala Trp Cys Tyr Cys Leu Ala
290 295 300

Met Val Ser Phe Leu Ala Gly Phe Phe Thr Arg Ala Pro Leu Lys Phe
305 310 315 320

Ala Cys Gly Trp Phe Ala Phe Ile Phe Pro Asn Val Gly Phe Val Asn
325 330 335

Cys Thr Ile Glu Ile Gly Lys Met Ile Asp Ser Lys Ala Phe Gln Met
340 345 350
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Phe Gly His
355

Met Tyr Leu
370

Gly Lys Asp
385

Leu Asn Pro

Val Asp Thr

Ser Glu His
435

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ile Ile Gly Val Ile

360

Met Val Arg Ala Phe

375

Glu Asp Ala His Pro
390

Thr Phe Pro Pro Glu

405

His Val Thr Ser Thr

420

Glu Ser Val

D NO 33
H: 1194
DNA

Leu Cys Ile

Leu Val Asn

Pro Pro Lys

395

Lys Ala Pro
410

Gly Gly Glu
425

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 33

atgcteggge
gagctcaaag
cattttacct
gccagecage
aacctggect
aactteccteg
tctattgcaa
ttcatttacg
attatccaat
tcatggatce
gaacagcagce
cttggettet
ggcctteegt
acggcecttyg
gacccgcace
ttecectetggy
ccacctacag
ctegegacca
gccatgteca
gttgtcaaac

<210> SEQ I

<211> LENGT.
<212> TYPE:

aacatcecgec

cctccaaata

gggcgtggta

cctactcectt

tetttgegtt

actceetecyg

ctatcatcac

ctcttgaggt

actcctttgt

tcceegeatt

cegegegete

ccatcagttt

ccegggaaca

ccctaategyg

cctttcaaga

cccteagtet

ccttecacct

tcacgetggy

tttgcategt
gggatattgt

D NO 34

H: 397
PRT

tccegacace
ctctagttee
tactctgact
ctceggactyg
getgtgtage
acacgaccge
cggectgtac
getettetgyg
ctttaccgee
ccctatcatg
tgctatteece
cctecatgtac
ccgaceegygy
catgaccaac
cgcgeacate
ctggttettt
caactggtygg

caaagcctte

ggggatgtgg

ttteceectggy

tcectgetegy

accaatgtgt

atgagcaccyg

caacagatcg

ctcatggeeyg

gagggtettt

cgctactteg

ctctactgtyg

caccactacc

ctcageggea

atgatcgteg

gegecactata

atgttcatct

ggcettecty

ctcegactee

agcattgceca

gccatggttt

gatagcccty

ctgttegtgt

aaggacgagg

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 34

Gln Trp Ile
365

Asp Leu Cys
380

Pro Asn Thr

Ala Ser Leu

Ser Asp Pro
430

accttacaac
ctctacggga
geggtetage
ggcttgcagt
cacgctteat
tctttectac
gegacaccac
cctteactet
ctctacaaac
cgatcgecte
cecggcaccac
tegggegget
gegttggece
aggattttca
ttgccatege
tcatcgecac
ttccaaacac
gagtcaaggg
ttgcgagcaa

atgtatcgga

Leu Leu

Tyr Pro

Gly Val

400

Glu Lys
415

Pro Ser

ataccagcat
cegtetgegt
cctectgety
ctacatcatc
tctecacgge
tttetggett
acagcctgea
gatgaccgcet
gatgatgcce
cgtcattgee
ctteccaagge
catggagacyg
cceggettte
agtccttcaa
cacgggcgece
catccgecte
gggttttact
cgteggatet
tatccgtgee

gtaa

Met Leu Gly Gln His Pro Pro Pro Asp Thr Ser Cys Ser Asp Leu Thr

1

5

10

15

Thr Tyr Gln His Glu Leu Lys Ala Ser Lys Tyr Ser Ser Ser Thr Asn

20

25

30

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1194
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102

Leu

Tyr

65

Asn

Ile

Leu

Leu

Leu

145

Ile

Thr

Gly

Ile

Ile

225

Gly

Pro

Pro

Leu

305

Pro

Thr

Pro

Met

Asp
385

Ser

Thr

50

Ser

Leu

Leu

Phe

Tyr

130

Glu

Ile

Met

Thr

Pro

210

Ser

Leu

Pro

Glu

Ile

290

Ser

Pro

Gly

Gly

Trp

370

Ile

Leu

35

Met

Phe

Ala

His

Phe

115

Arg

Val

Gln

Met

Ile

195

Met

Phe

Pro

Ala

Asp

275

Leu

Leu

Thr

Phe

Val

355

Leu

Val

Arg

Ser

Ser

Phe

Gly

100

Pro

Tyr

Leu

Tyr

Pro

180

Ala

Ile

Leu

Ser

Phe

260

Phe

Arg

Trp

Ala

Thr

340

Lys

Phe

Phe

Asp

Thr

Gly

Phe

85

Asn

Thr

Phe

Phe

Ser

165

Ser

Ser

Val

Met

Arg

245

Thr

Gln

Leu

Phe

Phe

325

Leu

Gly

Val

Pro

<210> SEQ ID NO 35

<211> LENGTH:

<212> TYPE: DNA
<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE:

atgcteggge aacactcgece teccggeace tectgetegg accttacaac ataccaacat

1194

35

Arg

Gly

Leu

70

Ala

Phe

Phe

Gly

Trp

150

Phe

Trp

Val

Ala

Tyr

230

Glu

Ala

Val

Leu

Phe

310

His

Ala

Val

Phe

Gly
390

Leu Arg His Phe Thr Trp Ala Trp Tyr
Gly Leu Ala Leu Leu Leu Ala Ser Gln
55 60

Gln Gln Ile Gly Leu Ala Val Tyr Ile
75

Leu Leu Cys Ser Leu Met Ala Ala Arg
90 95

Leu Asp Ser Leu Arg His Asp Arg Glu
105 110

Trp Leu Ser Ile Ala Thr Ile Ile Thr
120 125

Asp Thr Thr Gln Pro Ala Phe Ile Tyr
135 140

Leu Tyr Cys Ala Phe Thr Leu Met Thr
155

Val Phe Thr Ala His His Tyr Pro Leu
170 175

Ile Leu Pro Ala Phe Pro Ile Met Leu
185 190

Ile Ala Glu Gln Gln Pro Ala Arg Ser
200 205

Gly Thr Thr Phe Gln Gly Leu Gly Phe
215 220

Ala His Tyr Ile Gly Arg Leu Met Glu
235

His Arg Pro Gly Met Phe Ile Cys Val
250 255

Leu Ala Leu Ile Gly Met Thr Asn Gly
265 270

Leu Gln Asp Pro His Pro Phe Gln Asp
280 285

Ala Ile Ala Thr Gly Ala Phe Leu Trp
295 300

Ser Ile Ala Ile Ile Ala Thr Ile Arg
315

Leu Asn Trp Trp Ala Met Val Phe Pro
330 335

Thr Ile Thr Leu Gly Lys Ala Phe Asp
345 350

Gly Ser Ala Met Ser Ile Cys Ile Val
360 365

Ala Ser Asn Ile Arg Ala Val Val Lys
375 380

Lys Asp Glu Asp Val Ser Glu
395

Thr

Pro

Ile

80

Phe

Gly

Gly

Ala

Ala

160

Gln

Ser

Ala

Ser

Thr

240

Gly

Leu

Ala

Ala

Leu

320

Asn

Ser

Gly

Arg

60
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gagcttaaag cctccaaata ctctagttcece accaatgtgt ctectacggga cegtetgegt 120
cattttacct gggectggta tactctgact atgagcacceyg geggectage gettetgetg 180
geecagecage cctacacctt ctceeggactg caacagatcg ggcttgcagt ctatatcatce 240
aacctggtet tetttgettt getgtgeage ctecatggeca cgegettcat tctecacgge 300
aacttccteg actcecteceg acacgaccge gagggtcettt tettteccac tttetggett 360
tccattgcaa ctatcatcac cggactctac cgectactteg gcegacaccac acagectgca 420
ttcatttacg cccttgaggt gettttetgg ctetactgtyg ccettcacact gatgaccget 480
atcatccaat actcttttgt ctttactgcc caccactacce ctctacaaac gatgatgcce 540
tegtggatcee tcccegeatt ccccatcatg ctaagceggea cgatcgecte tgtcattgee 600
gaacagcage ccgegegcete tgctattcce atgategteg ceggcaccac cttccaagge 660
cttggettet ccatcagttt cctcatgtac gegcactata teggacgect catggagacg 720
ggectteegt ceccgggaaca ccgacceggg atgttcatcet gegttggece cectgettte 780
acggcecttyg ccctaatcgg catgaccaac ggecttectyg aggattttca agtcecttcaa 840
gacccgcace cctttcaaga cgcgeatatce ctccgactcee ttgccatege cacgggegec 900
ttectetggg ccectcagtet ctggttette agecattgeca ttatcgccac catccegecte 960
ccacctacgg ccttceccacct caactggtgg gccatggttt ttccaaacac gggttttact 1020
ctcgcgacca tcacgctggg caaagcectte gatagcectg gagtcaaggg cgtcggatct 1080
gccatgteca tttgcatcgt ggggatgtgg ctgttegtgt ttgcgagcaa tatccgegece 1140
gttgtcaaac gggatattgt gtttcctgge aaggacgagg atgtatcgga gtaa 1194
<210> SEQ ID NO 36
<211> LENGTH: 397
<212> TYPE: PRT
<213> ORGANISM: Aspergillus aculeatus
<400> SEQUENCE: 36
Met Leu Gly Gln His Ser Pro Pro Gly Thr Ser Cys Ser Asp Leu Thr
1 5 10 15
Thr Tyr Gln His Glu Leu Lys Ala Ser Lys Tyr Ser Ser Ser Thr Asn
20 25 30
Val Ser Leu Arg Asp Arg Leu Arg His Phe Thr Trp Ala Trp Tyr Thr
35 40 45
Leu Thr Met Ser Thr Gly Gly Leu Ala Leu Leu Leu Ala Ser Gln Pro
50 55 60
Tyr Thr Phe Ser Gly Leu Gln Gln Ile Gly Leu Ala Val Tyr Ile Ile
65 70 75 80
Asn Leu Val Phe Phe Ala Leu Leu Cys Ser Leu Met Ala Thr Arg Phe
85 90 95
Ile Leu His Gly Asn Phe Leu Asp Ser Leu Arg His Asp Arg Glu Gly
100 105 110
Leu Phe Phe Pro Thr Phe Trp Leu Ser Ile Ala Thr Ile Ile Thr Gly
115 120 125
Leu Tyr Arg Tyr Phe Gly Asp Thr Thr Gln Pro Ala Phe Ile Tyr Ala
130 135 140
Leu Glu Val Leu Phe Trp Leu Tyr Cys Ala Phe Thr Leu Met Thr Ala
145 150 155 160
Ile Ile Gln Tyr Ser Phe Val Phe Thr Ala His His Tyr Pro Leu Gln
165 170 175
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Thr Met Met Pro Ser Trp Ile Leu Pro Ala Phe Pro Ile Met Leu Ser
180 185 190

Gly Thr Ile Ala Ser Val Ile Ala Glu Gln Gln Pro Ala Arg Ser Ala
195 200 205

Ile Pro Met Ile Val Ala Gly Thr Thr Phe Gln Gly Leu Gly Phe Ser
210 215 220

Ile Ser Phe Leu Met Tyr Ala His Tyr Ile Gly Arg Leu Met Glu Thr
225 230 235 240

Gly Leu Pro Ser Arg Glu His Arg Pro Gly Met Phe Ile Cys Val Gly
245 250 255

Pro Pro Ala Phe Thr Ala Leu Ala Leu Ile Gly Met Thr Asn Gly Leu
260 265 270

Pro Glu Asp Phe Gln Val Leu Gln Asp Pro His Pro Phe Gln Asp Ala
275 280 285

His Ile Leu Arg Leu Leu Ala Ile Ala Thr Gly Ala Phe Leu Trp Ala
290 295 300

Leu Ser Leu Trp Phe Phe Ser Ile Ala Ile Ile Ala Thr Ile Arg Leu
305 310 315 320

Pro Pro Thr Ala Phe His Leu Asn Trp Trp Ala Met Val Phe Pro Asn
325 330 335

Thr Gly Phe Thr Leu Ala Thr Ile Thr Leu Gly Lys Ala Phe Asp Ser
340 345 350

Pro Gly Val Lys Gly Val Gly Ser Ala Met Ser Ile Cys Ile Val Gly
355 360 365

Met Trp Leu Phe Val Phe Ala Ser Asn Ile Arg Ala Val Val Lys Arg
370 375 380

Asp Ile Val Phe Pro Gly Lys Asp Glu Asp Val Ser Glu
385 390 395

<210> SEQ ID NO 37

<211> LENGTH: 1353

<212> TYPE: DNA

<213> ORGANISM: Schizosaccharomyces japonicus

<400> SEQUENCE: 37

atgtcgtegyg agacaccgac atactcctee tgggeatcece agaggtacaa cgaattgatt 60
gcatggaacg tcaagggtcc gaggttgcce atcgcacaga ggctcaagca cttcacgtgg 120
tcgtggttca cgtgtactat ggcaacagge ggtgtcggaa tgatcetege gtegetcccce 180
tataggttca cgggcttgaa caccatcgga aaggtcgtet tcatttteca ggtggtettg 240
ttggccatet tectgttegge catggectte aggttcatte getacccgga gactttcaag 300
aagtcgatct atcaccactt ggagaaattg ttcatcggta cattcttget ctegatgteg 360
accttcatcg atatgetege agectacgge tatcctteca ceggtgaatg gatggtgtac 420
ttgatccgaa tcttetactg gatgtactte geegtctect tegtctacge gatcttegea 480
ttcgcaacta ctttecatat geatccttat accctecgaaa cggecatcgece tgectggate 540
ctceccgattt tcectgegat gatctecgga gecagtggcag gaaccgtgge attcactcag 600
cctecccate agectcaaaaa cctegtggtyg tgtggeatta tgttcecaggg tttgggette 660
tgggtctaca tcatgttgtt cgecggtcaac atgctcaaat tgttcacaaa gggcatgatg 720
ggagcctegg aacgaccggg tttgttcatg ttegteggac ctecggcata cacaggectce 780

gecctecateg gtatgggcaa gaccgecatyg gattccaaaa tctccatgtt ctecgecact 840
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-continued
ccegtetect ccgaacacct cgcattcatg tgtaccttea tggcactett catgtggggt 900
ctegeagegt ggtgttattg tgtggegatg gtetgttteg cagcaggttt catgtccagg 960
gcacctatcc agttcaagtt gggatggttc gecgttcatcet tecctgtegt gggcecttegtyg 1020
aacgtcacca tgaagatcgg cgagatgatt gactcggcag ccttcaaaat cttecggccac 1080
gtcatcggag ccatgttggce catccagtgg atgttcgtga tgttcttcat ggtgcgageg 1140
gtcttgttge aggaaatcat gtatcctgga cgggacgagg acgtcaaaac accgcctgga 1200
gccacaccte cteccgaccct cgtgacctece cctcetetect tegecatcect ccaggatgte 1260
aaggatggac accccatcca ggtgacggte teccgcacta gggatcggte gaaacagcac 1320
atgtcccagg gctcggacga ggaaaagatt taa 1353
<210> SEQ ID NO 38
<211> LENGTH: 1353
<212> TYPE: DNA
<213> ORGANISM: Schizosaccharomyces japonicus
<400> SEQUENCE: 38
atgtcttcegg aaacgccgac ttacagetcet tgggcgagece aacggtacaa cgaattgate 60
gecttggaacyg tcaagggtce tcegettacce attgcecage gtctaaaaca cttcacttgg 120
tcetggttta cctgtaccat ggccaccggt ggtgteggta tgattetgge atcgetgece 180
taccgattca caggcttaaa cacgattggt aaagtcgtgt tcatttteca ggtegttttg 240
ctggegattt tctgttegge gatggecttt cggttcatte gttaccccga aaccttcaaa 300
aagtctattt accatcattt ggagaagctc ttcattggta ccttecctget tteccatgteg 360
acgttcatcg atatgctege cgcctacgga taccccagea ctggcgagtyg gatggtgtac 420
ctaattcgca ttttttactg gatgtacttt gccgtctegt tecgtatacge catcttegca 480
tttgctacca cctttcacat gcatcectac accctggaga cggcttccee agcatggatt 540
ctgcectattt tcccagetat gattagegge getgtegecyg gtactgtgge cttcacacaa 600
cegecgeace aattgaagaa tttggtegtg tgeggtatca tgttecaggyg cttgggttte 660
tgggtgtaca tcatgctgtt cgccgtgaac atgctcaage tgtttacgaa gggtatgatg 720
ggtgcctetyg aacgecctgg tetttttatg ttegttggte ctecggecta taccggettyg 780
gctttaateg gtatgggtaa aactgctatg gactccaaga tctccatgtt ttectgcaacce 840
ccegtttett ctgaacacct tgectttatg tgtaccttta tggccttgtt tatgtggggt 900
cttgctgett ggtgctattg tgtggccatg gtetgectttg ctgctggttt catgtctegt 960
gctectatte aattcaaact cggctggttce gecatttattt tceccagtegt tggttttgte 1020
aacgttacta tgaagattgg tgagatgatt gattcggccg cgttcaagat ctttggtcat 1080
gtcattggtyg caatgcttgce cattcagtgg atgtttgtga tgttcttcat ggtccgegece 1140
gtcttactge aagagatcat gtacccgggce cgcgacgaag atgtcaagac acctcceggt 1200
gccactcecete cteccacttt ggtgacgagt cccttgtcect ttgectteget gcaagacgta 1260
aaagatggce atcccattca ggtcacegtg teccgcacte gagacagaag caaacagcac 1320
atgtcgcagg gctctgatga agaaaaaatc tag 1353

<210> SEQ ID NO 39
<211> LENGTH: 450

<212> TYPE:

PRT

<213> ORGANISM: Schizosaccharomyces japonicus

<400> SEQUENCE: 39
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110

Met

Asn

Gln

Thr

Gly

Leu

Glu

Gly

Tyr

Phe

145

Phe

Pro

Ala

Met

225

Gly

Tyr

Lys

Phe

Cys

305

Ala

Ala

Gln

Glu

385

Ala

Ser

Glu

Arg

Gly

50

Leu

Ala

Thr

Thr

Gly

130

Tyr

Ala

Ala

Gly

Val

210

Leu

Ala

Thr

Ile

Met

290

Tyr

Pro

Gly

Ala

Trp
370

Ile

Thr

Ser

Leu

Leu

35

Gly

Asn

Ile

Phe

Phe

115

Tyr

Trp

Thr

Trp

Thr

195

Cys

Phe

Ser

Gly

Ser

275

Cys

Cys

Ile

Phe

Phe

355

Met

Met

Pro

Glu

Ile

20

Lys

Val

Thr

Phe

Lys

100

Leu

Pro

Met

Thr

Ile

180

Val

Gly

Ala

Glu

Leu

260

Met

Thr

Val

Gln

Val

340

Lys

Phe

Tyr

Pro

Thr

Ala

His

Gly

Ile

Cys

85

Lys

Leu

Ser

Tyr

Phe

165

Leu

Ala

Ile

Val

Arg

245

Ala

Phe

Phe

Ala

Phe

325

Asn

Ile

Val

Pro

Pro
405

Pro

Trp

Phe

Met

Gly

Ser

Ser

Ser

Thr

Phe

150

His

Pro

Phe

Met

Asn

230

Pro

Leu

Ser

Met

Met

310

Lys

Val

Phe

Met

Gly
390

Thr

Thr Tyr Ser Ser Trp Ala Ser Gln Arg
10 15

Asn Val Lys Gly Pro Arg Leu Pro Ile
25 30

Thr Trp Ser Trp Phe Thr Cys Thr Met
40 45

Ile Leu Ala Ser Leu Pro Tyr Arg Phe
55 60

Lys Val Val Phe Ile Phe Gln Val Val
Ala Met Ala Phe Arg Phe Ile Arg Tyr
90 95

Ile Tyr His His Leu Glu Lys Leu Phe
105 110

Met Ser Thr Phe Ile Asp Met Leu Ala
120 125

Gly Glu Trp Met Val Tyr Leu Ile Arg
135 140

Ala Val Ser Phe Val Tyr Ala Ile Phe
155

Met His Pro Tyr Thr Leu Glu Thr Ala
170 175

Ile Phe Pro Ala Met Ile Ser Gly Ala
185 190

Thr Gln Pro Pro His Gln Leu Lys Asn
200 205

Phe Gln Gly Leu Gly Phe Trp Val Tyr
215 220

Met Leu Lys Leu Phe Thr Lys Gly Met
235

Gly Leu Phe Met Phe Val Gly Pro Pro
250 255

Ile Gly Met Gly Lys Thr Ala Met Asp
265 270

Ala Thr Pro Val Ser Ser Glu His Leu
280 285

Ala Leu Phe Met Trp Gly Leu Ala Ala
295 300

Val Cys Phe Ala Ala Gly Phe Met Ser
315

Leu Gly Trp Phe Ala Phe Ile Phe Pro
330 335

Thr Met Lys Ile Gly Glu Met Ile Asp
345 350

Gly His Val Ile Gly Ala Met Leu Ala
360 365

Phe Phe Met Val Arg Ala Val Leu Leu
375 380

Arg Asp Glu Asp Val Lys Thr Pro Pro
395

Leu Val Thr Ser Pro Leu Ser Phe Ala
410 415

Tyr

Ala

Ala

Thr

Leu

80

Pro

Ile

Ala

Ile

Ala

160

Ser

Val

Leu

Ile

Met

240

Ala

Ser

Ala

Trp

Arg

320

Val

Ser

Ile

Gln

Gly

400

Ser
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112

Leu Gln Asp Val Lys Asp Gly His Pro Ile Gln Val Thr Val Ser Arg
420 425 430

Thr Arg Asp Arg Ser Lys Gln His Met Ser Gln Gly Ser Asp Glu Glu
435 440 445

Lys Ile
450

<210> SEQ ID NO 40

<211> LENGTH: 1179

<212> TYPE: DNA

<213> ORGANISM: Aspergillus clavatus

<400> SEQUENCE: 40

atgttcgaaa atcgtatacc gccgaccteg tcetcagtcag actctggett cctcegagaac
cagctggaaa aacaacatcg actcagecte cgtgagaggt taaggcactt tacctgggece
tggtacacat tgaccatgag cacaggtggg ttggctctee tgatagcgag ccagccatac
accttcaagg ggttgaagac cattggactg gtggtctaca tcegtgaactt gatcttgttt
ggtettgtet gtteecttat ggccactagg ttcatcctee acggtggett cctegactec
cttegecatyg agegegaggg tettttettt cctaccttet ggetatcegt agcaaccate
atcaccggcet tgcatcgeta cttceggetee gatgetcgag aatcgtacct gattgcacte
gaagtactct tctgggtcta ctgtgectgt acactggcca cagcagtgat ccagtactece
ttcatcttet ctgcgcacag atacggecte cagaccatga tgccctectyg gattctecca
gecttececa tcatgetcag tggcacgatt gectcegtca teggcgaage tcaacccgea
cggtcatcega tcccegtecat catggecgga gtcaccttece agggectggyg gttcetcegate
agcttcatga tgtacgccca ctatategge cggetgatgg aatcaggget cccctgecge
gagcacagac ccggcatgtt catctgegtt ggtcceccegg ctttcacage cctegcetceta
gtegggatgyg ccaagggcct gccegecgag ttcaagetca tcaacgacgce acacgcccte
gaagacgcge ggatcctcega gcetgetegca atcacegegg geatcttect ctgggccctg
agtctgtggt tcttettcat cgccgtecate gecgtectece ggtecccgece tacttectte
catctcaact ggtgggectt ggtctteceg aacacggget tcactttgge caccatcacg
cttggaaagg cattgggcag tcccgggate ttgggegttyg gttetgecat gtceecttgge
atcgttggca tgtggetgtt tgtttttgte agecatatce gtgcecatcat caaccaggat
atcatgtatc cgggcaaaga tgaggatgct gcagactag

<210> SEQ ID NO 41

<211> LENGTH: 392

<212> TYPE: PRT

<213> ORGANISM: Aspergillus clavatus

<400> SEQUENCE: 41

Met Phe Glu Asn Arg Ile Pro Pro Thr Ser Ser Gln Ser Asp Ser Gly
1 5 10 15

Phe Leu Glu Asn Gln Leu Glu Lys Gln His Arg Leu Ser Leu Arg Glu
20 25 30

Arg Leu Arg His Phe Thr Trp Ala Trp Tyr Thr Leu Thr Met Ser Thr
35 40 45

Gly Gly Leu Ala Leu Leu Ile Ala Ser Gln Pro Tyr Thr Phe Lys Gly

Leu Lys Thr Ile Gly Leu Val Val Tyr Ile Val Asn Leu Ile Leu Phe
65 70 75 80

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1179
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Gly Leu Val Cys Ser Leu Met Ala Thr Arg Phe Ile Leu His Gly Gly
85 90 95

Phe Leu Asp Ser Leu Arg His Glu Arg Glu Gly Leu Phe Phe Pro Thr
100 105 110

Phe Trp Leu Ser Val Ala Thr Ile Ile Thr Gly Leu His Arg Tyr Phe
115 120 125

Gly Ser Asp Ala Arg Glu Ser Tyr Leu Ile Ala Leu Glu Val Leu Phe
130 135 140

Trp Val Tyr Cys Ala Cys Thr Leu Ala Thr Ala Val Ile Gln Tyr Ser
145 150 155 160

Phe Ile Phe Ser Ala His Arg Tyr Gly Leu Gln Thr Met Met Pro Ser
165 170 175

Trp Ile Leu Pro Ala Phe Pro Ile Met Leu Ser Gly Thr Ile Ala Ser
180 185 190

Val Ile Gly Glu Ala Gln Pro Ala Arg Ser Ser Ile Pro Val Ile Met
195 200 205

Ala Gly Val Thr Phe Gln Gly Leu Gly Phe Ser Ile Ser Phe Met Met
210 215 220

Tyr Ala His Tyr Ile Gly Arg Leu Met Glu Ser Gly Leu Pro Cys Arg
225 230 235 240

Glu His Arg Pro Gly Met Phe Ile Cys Val Gly Pro Pro Ala Phe Thr
245 250 255

Ala Leu Ala Leu Val Gly Met Ala Lys Gly Leu Pro Ala Glu Phe Lys
260 265 270

Leu Ile Asn Asp Ala His Ala Leu Glu Asp Ala Arg Ile Leu Glu Leu
275 280 285

Leu Ala Ile Thr Ala Gly Ile Phe Leu Trp Ala Leu Ser Leu Trp Phe
290 295 300

Phe Phe Ile Ala Val Ile Ala Val Leu Arg Ser Pro Pro Thr Ser Phe
305 310 315 320

His Leu Asn Trp Trp Ala Leu Val Phe Pro Asn Thr Gly Phe Thr Leu
325 330 335

Ala Thr Ile Thr Leu Gly Lys Ala Leu Gly Ser Pro Gly Ile Leu Gly
340 345 350

Val Gly Ser Ala Met Ser Leu Gly Ile Val Gly Met Trp Leu Phe Val
355 360 365

Phe Val Ser His Ile Arg Ala Ile Ile Asn Gln Asp Ile Met Tyr Pro
370 375 380

Gly Lys Asp Glu Asp Ala Ala Asp
385 390

<210> SEQ ID NO 42

<211> LENGTH: 1182

<212> TYPE: DNA

<213> ORGANISM: Aspergillus fumigatus

<400> SEQUENCE: 42

atgttcaacg atcatgatca tgttccacca acatcatcac agteggatte tggetttttt 60
gaacaagaaa tgaagaaatc tcctcgacta agecttegtg agegectacyg geacttcacce 120
tgggcegtggt ataccttgac gatgagtace ggtggactgg ctcttetgat tgctagtcag 180
cegtatacct tcaatggecat gaagggcate gggatggteg tttatatect caatcttetg 240

ttattcgecte ttgtctgtte tttgatggtg ctgagattecg ttttgcatgg cggtttectt 300
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gacagcttge gccacccteg cgagggtcete ttetteccta cettetgget atccattgea 360
acgatcatca ctggcettgca tcgttactte ggetccgacyg acctagagtce gtacctcate 420
gcactcgaag tcectettetg ggtctactgt agttgcacce tegccacagce tgtgatccag 480
tactcattce tctttgecge ccactectac ggectgcaga caatgatgec atcatggate 540
ctaccagcct tccccatcat getcagegga accatcgect cggtcatcag cgaatcccag 600
ccegegegat ccgegatcce catcatcact gecggegtta cettecaggyg ccteggette 660
tcaatcagcet tcataatgta cgcccactac atcggccgac tcatgcagtce agggettcce 720
tgccgegaac acagaccagce catgttcatt tgegtgggge cteegtettt caccgegttg 780
gegetagtag ggatggccaa gggectgcece gacgaattca agataatcaa agacgcacac 840
gtegaggacyg cccggatcct cgagetgatg getattateg teggegtgtt cetgtgggece 900
ctgagtctet ggttettett cattgecttt gttgetgteg tecggtgecyg geccactgeg 960
ttccacctta getggtggge catggtcectte cccaacactg ggttcacget ggccactatt 1020
accctgggga gggcattggg gagccctgge gtettgggeg teggctcecgge catgtceggte 1080
ggtgttgtet gcatgtgggt cttegttttce gtctaccaca ttecgtgectgt catcaggcaa 1140
gacatcatgt acccgggcaa agacgaggat gtgctagatt aa 1182
<210> SEQ ID NO 43
<211> LENGTH: 393
<212> TYPE: PRT
<213> ORGANISM: Aspergillus fumigatus

<400> SEQUENCE: 43

Met Phe Asn
1

Ser Gly Phe
Arg Glu Arg
35

Ser Thr Gly
50

Asn Gly Met
65

Leu Phe Ala

Gly Gly Phe

Pro Thr Phe
115

Tyr Phe Gly
130

Leu Phe Trp
145

Tyr Ser Phe

Pro Ser Trp

Ala Ser Val
195

Ile Thr Ala
210

Asp His Asp His Val

Phe Glu Gln Glu Met

20

Leu Arg His Phe Thr

40

Gly Leu Ala Leu Leu

55

Lys Gly Ile Gly Met

70

Leu Val Cys Ser Leu

85

Leu Asp Ser Leu Arg

100

Trp Leu Ser Ile Ala

120

Ser Asp Asp Leu Glu

135

Val Tyr Cys Ser Cys
150

Leu Phe Ala Ala His

165

Ile Leu Pro Ala Phe

180

Ile Ser Glu Ser Gln

200

Gly Val Thr Phe Gln

215

Pro Pro Thr
10

Lys Lys Ser
25

Trp Ala Trp

Ile Ala Ser

Val Val Tyr
75

Met Val Leu
90

His Pro Arg
105

Thr Ile Ile

Ser Tyr Leu

Thr Leu Ala
155

Ser Tyr Gly
170

Pro Ile Met
185

Pro Ala Arg

Gly Leu Gly

Ser Ser Gln
Pro Arg Leu
30

Tyr Thr Leu
45

Gln Pro Tyr
60

Ile Leu Asn

Arg Phe Val

Glu Gly Leu
110

Thr Gly Leu
125

Ile Ala Leu
140

Thr Ala Val

Leu Gln Thr

Leu Ser Gly

190

Ser Ala Ile
205

Phe Ser Ile
220

Ser Asp
15

Ser Leu

Thr Met

Thr Phe

Leu Leu

80

Leu His
95

Phe Phe

His Arg

Glu Val

Ile Gln
160

Met Met
175
Thr Ile

Pro Ile

Ser Phe
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Ile Met Tyr Ala His Tyr Ile Gly Arg Leu Met Gln Ser Gly Leu Pro
225 230 235 240

Cys Arg Glu His Arg Pro Ala Met Phe Ile Cys Val Gly Pro Pro Ser
245 250 255

Phe Thr Ala Leu Ala Leu Val Gly Met Ala Lys Gly Leu Pro Asp Glu
260 265 270

Phe Lys Ile Ile Lys Asp Ala His Val Glu Asp Ala Arg Ile Leu Glu
275 280 285

Leu Met Ala Ile Ile Val Gly Val Phe Leu Trp Ala Leu Ser Leu Trp
290 295 300

Phe Phe Phe Ile Ala Phe Val Ala Val Val Arg Cys Arg Pro Thr Ala
305 310 315 320

Phe His Leu Ser Trp Trp Ala Met Val Phe Pro Asn Thr Gly Phe Thr
325 330 335

Leu Ala Thr Ile Thr Leu Gly Arg Ala Leu Gly Ser Pro Gly Val Leu
340 345 350

Gly Val Gly Ser Ala Met Ser Val Gly Val Val Cys Met Trp Val Phe
355 360 365

Val Phe Val Tyr His Ile Arg Ala Val Ile Arg Gln Asp Ile Met Tyr
370 375 380

Pro Gly Lys Asp Glu Asp Val Leu Asp
385 390

<210> SEQ ID NO 44

<211> LENGTH: 1294

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 44

atgttcgetyg ctegecagte tttcaaccte ctecagaage gegecttete cgectetgece 60
agccaggtgt gtgattgaat ggatccattg gaccteggag ctagetctge aacatcaaca 120
aaactaacat actaacttat cttcttcata ggettccaag gttgeegtte ttggtgecge 180
tggtggcatt ggccagecte tcteecttet cctcaagete aacccecgtyg tttetgaget 240
tgccctctac gatatcegeg gtggecctgg tatgtttttg cacagettge aacatctceeg 300
acttcggtga ttcaagacag ggctaacata aggatacaat aggtgttgee gcetgacctga 360
gccacatcaa caccaacagce accgtctetyg getacgagge taccccectet ggecteegtg 420
atgctetcaa gggctecgag atcgtectea teectgecgg tgttectege aageccggcea 480
tgaccegtga cggtatgaac cgttaacttg tcaatggcac tgggaattga atactaatta 540
taatatcgce agacctgtte aacaccaacg cctccattgt cegegacett getaaggecg 600
ccgecgagge tteccccgag gecaacatcee tegtecatcte caaccetgta tgacgettte 660
cacccactge taccagttat ctegegetaa ttgcaatcag gtcaacteca ccgtcecccat 720
cgtetetgag gtettcaagt ccaagggtgt ctacaaccece aagegtctcet teggtgtcac 780
tacccttgac gttgtecegtg cctetegett catcteecag gtccagaaga ccgaccecte 840
caacgaggcece gtcactgteg teggtggtca ctecggtgtg accattgtee ctettcetcete 900
ccagtccage caccccagca ttgagggtaa gaccegegat gagetegtca accgcatcca 960

gttcggtggt gatgaggttg tcaaggccaa ggatggtgcet ggctctgecca ccctcetecat 1020

ggccatggcet ggtgctcecgca tggctgagtce cctcectgaag gecgceccagg gtgagaaggyg 1080

tgtcgttgag cccacttteg tcgacagcce tctcectacaag gaccagggtg ttgacttcett 1140
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cgectecaag gtegageteg gecccaacgg tgttgagaag atcctececeg ttggecaggt

caacgcctac gaggagaage tcctegagge ctgecttggt gacctcaaga agaacatcca

gaagggtatt gacttcgtca aggccaaccce ttaa

<210> SEQ ID NO 45

<211> LENGTH:

<212> TYPE:
<213> ORGANISM: Aspergillus

PRT

<400> SEQUENCE:

Met
1

Ser

Gly

Ala

65

Ala

Leu

Leu

Ala

Asn

145

Tyr

Ala

Ala

Leu

Leu

225

Asp

Met

Glu

Phe

Leu
305

Cys

Lys

Phe

Ala

Gly

Ser

50

Asp

Thr

Ile

Phe

Glu

130

Ser

Asn

Ser

Val

Ser

210

Val

Gly

Ala

Pro

Phe
290
Pro

Leu

Ala

Ala

Ser

Ile

35

Glu

Leu

Pro

Pro

Asn

115

Ala

Thr

Pro

Arg

Thr

195

Gln

Asn

Ala

Glu

Thr

275

Ala

Val

Gly

Asn

Ala

Ala

20

Gly

Leu

Ser

Ser

Ala

100

Thr

Ser

Val

Lys

Phe

180

Val

Ser

Arg

Gly

Ser

260

Phe

Ser

Gly

Asp

Pro

340

45

Arg

Ser

Gln

Ala

His

Gly

85

Gly

Asn

Pro

Pro

Arg

165

Ile

Val

Ser

Ile

Ser

245

Leu

Val

Lys

Gln

Leu
325

Gln

Gln

Pro

Leu

Ile

70

Leu

Val

Ala

Glu

Ile

150

Leu

Ser

Gly

His

Gln

230

Ala

Leu

Asp

Val

Val
310

Lys

Ser

Ala

Leu

Tyr

55

Asn

Arg

Pro

Ser

Ala

135

Val

Phe

Gln

Gly

Pro

215

Phe

Thr

Lys

Ser

Glu
295

Asn

Lys

oryzae

Phe

Ser

Ser

40

Asp

Thr

Asp

Arg

Ile

120

Asn

Ser

Gly

Val

His

200

Ser

Gly

Leu

Ala

Pro
280
Leu

Ala

Asn

Asn

Lys

25

Leu

Ile

Asn

Ala

Lys

105

Val

Ile

Glu

Val

Gln

185

Ser

Ile

Gly

Ser

Ala

265

Leu

Gly

Tyr

Ile

Leu

10

Val

Leu

Arg

Ser

Leu

90

Pro

Arg

Leu

Val

Thr

170

Lys

Gly

Glu

Asp

Met

250

Gln

Tyr

Pro

Glu

Gln
330

Leu

Ala

Leu

Gly

Thr

75

Lys

Gly

Asp

Val

Phe

155

Thr

Thr

Val

Gly

Glu

235

Ala

Gly

Lys

Asn

Glu
315

Lys

Gln

Val

Lys

Gly

Val

Gly

Met

Leu

Ile

140

Lys

Leu

Asp

Thr

Lys

220

Val

Met

Glu

Asp

Gly

300

Lys

Gly

Lys

Leu

Leu

45

Pro

Ser

Ser

Thr

Ala

125

Ser

Ser

Asp

Pro

Ile

205

Thr

Val

Ala

Lys

Gln

285

Val

Leu

Ile

Arg

Gly

30

Asn

Gly

Gly

Glu

Arg

110

Lys

Asn

Lys

Val

Ser

190

Val

Arg

Lys

Gly

Gly

270

Gly

Glu

Leu

Asp

Ala

15

Ala

Pro

Val

Tyr

Ile

95

Asp

Ala

Pro

Gly

Val

175

Asn

Pro

Asp

Ala

Ala

255

Val

Val

Lys

Glu

Phe
335

Phe

Ala

Arg

Ala

Glu

80

Val

Asp

Ala

Val

Val

160

Arg

Glu

Leu

Glu

Lys

240

Arg

Val

Asp

Ile

Ala
320

Val

1200

1260

1294
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<210> SEQ ID NO 46

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 46

tgaccttecca cgctgaccac

<210> SEQ ID NO 47

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 47

ggctgagaaa atatgttgca

<210> SEQ ID NO 48

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 48

gatagaccac taatcatggt ggcgatggag

<210> SEQ ID NO 49

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 49

tgcggtectyg agtcaggece agttgetcega

<210> SEQ ID NO 50

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 50

gggatttgaa cagcagaagg

<210> SEQ ID NO 51

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 51

tcacaaaaga gtagaggcca

<210> SEQ ID NO 52

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: ARTIFICIAL DNA PRIMER

<400> SEQUENCE: 52

gtgatagaac atcgtccata atgccgggeg atctcaaaac ¢
<210> SEQ ID NO 53

<211> LENGTH: 39

<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence

20

20

30

30

20

20

41
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<220> FEATURE:
<223> OTHER INFORMATION: ARTIFICIAL DNA PRIMER

<400> SEQUENCE: 53

gtgtcagtca cctctagtta ctatgcatca aggacattce

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 54

LENGTH: 20

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: ARTIFICIAL DNA PRIMER
<400>

SEQUENCE: 54

gattgagatc ggcatttact

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 55

LENGTH: 20

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: ARTIFICIAL DNA PRIMER
<400>

SEQUENCE: 55

acgcggaaca gcagaatgge

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 56

LENGTH: 25

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: ARTIFICIAL DNA PRIMER
<400>

SEQUENCE: 56

ctatagcgaa atggattgat tgtct

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 57

LENGTH: 20

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: ARTIFICIAL DNA PRIMER
<400>

SEQUENCE: 57

ttcaccgtga aacgtattga

39

20

20

25

20

What is claimed is:

1. A recombinant fungal or prokaryotic host cell compris-
ing a heterologous polynucleotide encoding a bicarbonate
transporter, wherein the heterologous polynucleotide:

(a) encodes a bicarbonate transporter having at least 90%

sequence identity to SEQ ID NO: 4; or

(b) has at least 90% sequence identity to SEQ ID NO: 3,

or the cDNA sequence thereof;

wherein the host cell is capable of producing a greater

amount of a C4-dicarboxylic acid compared to the host
cell without the heterologous polynucleotide when cul-
tivated under the same conditions.

2. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter having at least 90% sequence identity to SEQ ID NO:
4.

3. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter having at least 95% sequence identity to SEQ ID NO:
4.

50

55

60

65

4. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide has at least 90% sequence
identity to SEQ ID NO: 3, or the cDNA sequence thereof.

5. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide has at least 95% sequence
identity to SEQ ID NO: 3, or the cDNA sequence thereof.

6. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a polypeptide that
comprises or consists of SEQ ID NO: 4.

7. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encoding the bicarbonate trans-
porter is operably linked to a promoter foreign to the
polynucleotide.

8. The recombinant host cell of claim 1, further compris-
ing a heterologous polynucleotide encoding a C4-dicarbox-
ylic acid transporter.

9. The recombinant host cell of claim 8, wherein the
heterologous polynucleotide encoding a C4-dicarboxylic
acid transporter is operably linked to a promoter foreign to
the polynucleotide.
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10. The recombinant host cell of claim 1, further com-
prising a heterologous polynucleotide encoding a malate
dehydrogenase.

11. The recombinant host cell of claim 10, wherein the
heterologous polynucleotide encoding a malate dehydroge-
nase is operably linked to a promoter foreign to the poly-
nucleotide.

12. The recombinant host cell of claim 1, further com-
prising a heterologous polynucleotide encoding a pyruvate
carboxylase.

13. The recombinant host cell of claim 12, wherein the
heterologous polynucleotide encoding a pyruvate carboxy-
lase is operably linked to a promoter foreign to the poly-
nucleotide.

14. The recombinant host cell of claim 13, wherein the
host cell is a filamentous fungal host cell.

15. The recombinant host cell of claim 14, wherein the
host cell is selected from the group consisting of an Acre-
monium, Aspergillus, Aureobasidium, Bjerkandera, Ceripo-
riopsis, Chrysosporium, Coprinus, Coriolus, Cryptococcus,
Filibasidium, Fusarium, Humicola, Magnaporthe, Mucor,
Myceliophthora, Neocallimastix, Neurospora, Paecilomy-
ces, Penicillium, Phanerochaete, Phiebia, Piromyces, Pleu-
rotus, Rhizopus, Schizophyllum, Talaromyces, Thermoascus,
Thielavia, Tolypocladium, Trametes, and Trichoderma.

16. The recombinant host cell of claim 14, wherein the
host cell is an Aspergillus host cell.

17. The recombinant host cell of claim 16, wherein the
host cell is an Aspergillus oryzae host cell.

18. The recombinant host cell of claim 16, wherein the
host cell is an Aspergillus niger host cell.

19. The recombinant host cell of claim 1, wherein the
C4-dicarboxylic acid is malic acid.

20. The recombinant host cell of claim 1, wherein the host
cell is capable of producing a greater amount of the C4-di-
carboxylic acid by at least 25% compared to the host cell
without the heterologous polynucleotide that encodes the
bicarbonate transporter, when cultivated under the same
conditions.

21. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter having at least 97% sequence identity to SEQ ID NO:
4.
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22. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter having at least 98% sequence identity to SEQ ID NO:
4.

23. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter having at least 99% sequence identity to SEQ ID NO:
4.

24. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide has at least 97% sequence
identity to SEQ ID NO: 3, or the cDNA sequence thereof.

25. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide has at least 98% sequence
identity to SEQ ID NO: 3, or the cDNA sequence thereof.

26. The recombinant host cell of claim 1, wherein the
heterologous polynucleotide has at least 99% sequence
identity to SEQ ID NO: 3, or the cDNA sequence thereof.

27. A recombinant Aspergillus oryzae host cell compris-
ing a heterologous polynucleotide that encodes a bicarbon-
ate transporter, wherein:

the heterologous polynucleotide is operably linked to a
promoter foreign to the polynucleotide;

the heterologous polynucleotide encodes a bicarbonate
transporter having at least 95% sequence identity to
SEQ ID NO: 4; and

the host cell is capable of producing a greater amount of
malic acid compared to the host cell without the
heterologous polynucleotide when cultivated under the
same conditions.

28. The recombinant host cell of claim 27, wherein the
heterologous polynucleotide encodes a bicarbonate trans-
porter that comprises or consists of SEQ ID NO: 4.

29. A method of producing a C4-dicarboxylic acid, com-
prising:

(a) cultivating the recombinant host cell of claim 1 in a
medium under suitable conditions to produce the
C4-dicarboxylic acid; and

(b) recovering the C4-dicarboxylic acid.

30. The method of claim 29, wherein the C4-dicarboxylic
acid is malic acid.



